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Abstract;Seed purity is a key index to measure the quality of seeds, and the identification of seed purity is also a crucial
step in the commercial breeding process of cucumber hybrid. ‘Chuancuil3’ is a new cucumber cultivar bred by cucum-
ber research group of Horticultural Research Institute, Sichuan Academy of Agricultural Sciences. To identify the purity

of hybrid seeds quickly, simply and accurately, the simple sequence repeat (SSR) markers showing complementary
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bands pattern between the parents were screened out in 240 SSR molecular markers. The accuracy of SSR markers was

verified by field morphological identification. The results show that : (1) two pairs of SSR markers (Cs007 and Cs087)

show polymorphism differences between two parents; (2)the accuracy verification results are consistent with the field

morphological identification results. The results show that the two pairs of SSR markers (Cs007 and Cs087) are the spe-

cific markers to identify seed purity identification of ‘Chuancuil3’. A technical method of the purity identification of

‘Chuancuil3’ hybrid seeds is constructed using specific SSR markers Cs007 and Cs087 as the core primers. It has

greatly shortened the time of hybrid purity identification, improved identification efficiency, and provided technical sup-

port for the commercialization breeding in cucumber.
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Cs001 TGGATGAATGATGCCACAGT CAAAAGCCTGTCTTGGTAAAAA

€s002 TCAATTAAACGAGTGGCAAAGA GCCACGGGTTGACTACAAAT

Cs003 TCCAATGGGTCCTTGTTAGG CGGACACCGATACAAAAAGA

Cs004 GGGGGTTTGAATTGAATGTG CTCTTCTTTCCCCCTTTGCT

Cs005 AATTTGGTGTCGTGAGAGCC TCCACTCCAACAATGCAAAC

Cs006 TTCTCATGCTTCCTACCGCT TTCTATTGGAGGGCTGGTTG

Cs007 TAAACGGCTGATTGAAAGGG CCGACGGAGATTCTGTTTTC

Cs008 TGATTCCACAAGTTTGCACAT GTCATTTGGAGTTGGCATCC

Cs009 TGCAGAACAAGCAGATTCACA CAAATCTTTCTTACAGGTCGGC

Cs010 TACAGAGGCGAAGGAGCTGT GAAAACTGCGCAGGAGATTC

Cs011 GCCCTAGGCTTCGTCTTCTT TTCTACAACTGGCCAAACCC

Cs012 CACGTGGGAATGATTGACTG AGGCCAGCTCAAATTTGTCA

Cs013 CAATGACATCGCTAAATTGCAT AAGCAATTTGAGGTGGTAAAATA

Cs014 GCATTAAGATTCCTGCCGAA TGAAGGAATTGGAGAAAACCA

Cs015 CTGGGTCGGTTTTGTTTTGT TAACCAGAAGTCGTTTCCCG

Cs016 GCGGATCAGAGAGGAAACAG GAAACAAACGTCCTCCTCCA

Cs017 TGATGATCCCACACGTCAAG TGGTGAAAGGTGGTGTGAGA

Cs018 TGTGTCCACTGTTTCAAAAAGAA CCCTTTGCATTTGCCATTAG

Cs019 CTCTTGTCCGTTGCCCTTAG CATCGCATTTTTCAGCGTTA
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