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Abstract In this research, primers screening and purity identification of both parents and F1 of 10 Chinese cabbage cultivars were
conducted by using EST-SSR molecular marker technique. The results showed that there were 7 pairs of EST-SSR primers presenting
stable codominance among 30 pairs of screened SSR primers, which were designed from expressed sequence tags (ESTS) in
GeneBank. Only using 3 pairs of them, the purity identification of the total 10 Chinese cabbage cultivars could be done. The banding
patterns of hybrid seeds are complementary types of their parents, and it is similar to their field purities. This indicates that EST-SSR
markers could be used for rapid and accurate identification of seed purity of Chinese cabbage cultivar.
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Figure 1 Electrophoretogram of Chinese cabbage genome
Note: 1~10: 10 Chinese Cabbage hybrids
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Table 1 Primer sequences

5 NALEIEY] S Iu 514

No. Forward primers Reverse primers

1 5-TTTGTCCCTATTGCTCAGGG-3' 5'-CCGAGAACGTCTTCTCCTTG-3'
9 5-ACCTTCCGTCTCTGGGTCTT-3' 5-TTTTGAACGAGGTGGAGGAC-3'
26 5-ATAACAACAACCTGCCCGAG-3' 5-GAAGCACAAGAACAGGGCTC-3'

B2 519 1 KA e

Wi19,2%5,39,5%5, 69,9 SRMRI KA Pl S eSS R, 1,2, 30500 15 MM R AR BEAR, 458M,
A5 4,5,6 5004 2 S MOR FISEIBEAR, Z8F, A 7, 8,9 7300k 3 5 R K ISR BEA, Z888hh, A 10, 11, 12 4353
5 SRR FISEII A, 2850, AR, 18, 14, 156 705020 6 5 i RloK IS BEA, 285, XK, 16, 17, 18 7050 9 5 i F
KEAZEIIBEAR, Z850, AR

Figure 2 Results of purity identification of Chinese cabbage hybrids by primer No.1

Note: Results of purity identification of Chinese cabbage of No.1, 2, 3, 5, 6, 9 hybrids, 1, 2, 3 were maternal parent, hybrid, paternal
parent of No.1 hybrid respectively; 4, 5, 6 were maternal parent, hybrid, paternal parent of No.2 hybrid respectively; 7, 8, 9 were
maternal parent, hybrid, paternal parent of No.3 hybrid respectively; 10, 11, 12 were maternal parent. hybrid. paternal parent of No.5
hybrid respectively; 13, 14, 15 were maternal parent. hybrid. paternal parent of No.6 hybrid respectively; 16, 17, 18 were maternal
parent, hybrid, paternal parent of No.9 hybrid respectively
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Figure 3 Results of purity identification of Chinese cabbage hybrids by primer No.9

Note: Results of purity identification of Chinese cabbage of No.1, 3, 4, 5, 7, 8 hybrids, 1, 2, 3 were maternal parent, hybrid, paternal
parent of No.1 hybrid respectively; 4, 5, 6 were maternal parent, hybrid, paternal parent of No.3 hybrid respectively; 7, 8, 9 were
maternal parent, hybrid, paternal parent of No.4 hybrid respectively; 10, 11, 12 were maternal parent, hybrid, paternal parent of No.5
hybrid respectively; 13, 14, 15 were maternal parent, hybrid, paternal parent of No.7 hybrid respectively; 16, 17, 18 were maternal
parent, hybrid, paternal parent of No.8 hybrid respectively
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Figure 4 Results of purity identification of Chinese Cabbage hybrids by primer No.26

Note: Results of purity identification of Chinese Cabbage of No.1, 2, 3, 5, 9, 10 hybrids, 1, 2, 3 were maternal parent, hybrid,
paternal parent of No.1 hybrid respectively; 4, 5, 6 were maternal parent, hybrid, paternal parent of No.2 hybrid respectively; 7, 8, 9
were maternal parent, hybrid, paternal parent of No.3 hybrid respectively; 10, 11, 12 were maternal parent, hybrid, paternal parent of
No.5 hybrid respectively; 13, 14, 15 were maternal parent, hybrid, paternal parent of No.9 hybrid respectively; 16, 17, 18 were
maternal parent, hybrid, paternal parent of No.10 hybrid respectively
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Table 2 Results of two methods for purity identification

IR Fh g 5 EST-SSR 41 i %5 52 &5 2R (%) FH ) 20 5 25 7 45 R (%)

No. of hybrid Results of purity by EST-SSR (%) Results of purity with planting (%)
1 100 100

2 98.33 98.33

3 96.67 98.33

4 96.67 98.33

5 100 100

6 100 100

7 93.33 96.67

8 93.33 96.67

9 93.33 96.67

10 96.67 98.33
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Table 3 Cultivars and No. of hybrid
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No. of hybrid Cultivars No. of hybrid Cultivars
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