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Table 3 Duplication of multi-locus UGMS on the genome of Chinese cabbage

E=R/€ it A0l A02 A03 A04 A05 A06 A07 A08 A09 AL0 Sil(EH7rEL)
No. of Class of Total (Percentage)
duplication duplication
1 93 80 173 42 61 8 67 49 120 66 837 (37.2%)
2 I 286 12 24 8 2 10 4 6 68 6 178 (7.9%)

II 49 42 103 22 51 58 43 53 109 48  578(25.7)
3 I 0 6 0 0 0 0 0 0 210 27 (1.2%)

II 3 11 18 7 6 4 5 1 16 8 99 (4.4%)

I 9 16 33 4 10 3 5 8 35 0 123 (5.5%)
4 I 0 0 0 0 0 0 0 0 8 0 8 (0.4%)

II 4 3 6 1 1 3 1 7 1 28 (1.2%)

III 9 9 13 5 2 1 4 4 40 3 100 (4.4%)
4 kUL 111 23 34 54 18 16 20 18 13 61 17 274 (12.2%)

More than 4




