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Construction of fingerprint for new Salix varieties
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Abstract : The fingerprint of 9 Salix varieties was established by fluorescent SSR marker in this study. 56 alleles were detec-
ted by 11 pairs of SSR markers from Salix, and the number of alleles per locus ranged from 3 to 8, with an average of 5. 1
alleles. The observed heterozygosity ( Ho) , the expected heterozygosity ( He) and the polymorphic information content
(PIC) varied from 0.333 3—1.000 0 (mean 0.687 5), 0.477 1—0.882 4 (mean 0.626 3) and 0. 421 2—0. 813 4
(mean 0.605 9), respectively. Among the 3 optimal pairs of core primers, SALeSSR0086 and SALeSSR0733 combina-
tions, SALeSSR0086 and SALeSSR0920 combinations could completely distinguish 9 Salix varieties. The cluster analysis
showed that the similarity coefficient of the 9 Salix varieties ranged from 0. 605 9—0. 910 7, and the different varieties from
the same parents could be clustered in the same branch. The fluorescence SSR genotyping system established in this study
was efficient, rapid and accurate, which could not only provide scientific theoretical basis for the identification of varieties
and the protection of new Salix varieties, but also provide a solid foundation for the further Salix breeding.
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1 I 1701 Q TAAMIARIEN (Salix alberti X S. leocopithecia) 20180096
2 IR 1702 Q ZAMIXFRAEMD (S. alberti x S. leocopithecia) 20180097
3 JM 1703 ? SEFEMIARMN (S. suchowensis X S. argyracea) 20180098
4 I 1704 S TEOMIXERMI (S. alberti X S. dasyclados) 20180099
5 I 1705 5 KELEMIXFCHN (S. suchowensis X S. integra) 20180100
6 BN R UIE k) HEAEMIX LMD S. caprea X S. caprea) 20180066
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SALeSSR0020 CAAGAACTGCCTATCATCCAA AATCTCCGCCACCATCAA (TTC) 5 236
SALeSSR0086 TGCTTCACAGTATGCGATTAGA CTGGGACAACATTCACATGACTAA (AG), 227
SALeSSR0102 ACGAACTCCCTGGAACATAAA TCTTTCCTTGTCTGCCCTAAC (AGC), 422
SALeSSR0246 TCCAAAGAGGATTGGGAGTT TGGAAACCCTCTGATGCTTA (AG), 207
SALeSSR0330 CACATGAGTTACCCACTTTCCT TGCTCTTCTTTGTCAGCCACTA (CTC) 181
SALeSSR0468 TTGGTGGGACTCGGTTGA AACCTATGGGCAGAAAGACAA (AC)y 407
SALeSSR0733 AATGGAAGAAAGCAGGTGGA CAAGTTCAACTCCGAATCCC (GA) 4 204
SALeSSR0818 CAAGCCCACCTCAGCCACTA ACGCTTCAGTGACCTGCTCC (GA) 4 275
SALeSSR0920 CCTAACCGCCACATAAAGAC TGAAGCCTAAATCGTGACATAC (TC), 254
SALeSSR0961 GGAACAGAGCAGCCCTAAA CGCAAAGACCCAGAAAGG (AG) 242
SALeSSR0966 TAGGAAACGAACAGGCAGAA CCCTGTGGGAAGTTTGGAG (GAA), 359
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SALeSSR0020 3 236—242 0.888 9 0.705 9 0.592 6

SALeSSR0086 6 226—238 0.333 3 0.797 4 0.712 9

SALeSSR0102 5 394—434 0.1111 0.843 1 0.763 7
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