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Z&PCR RT-PCR
WRE | REreads | s reads FENFRE | XEEE% Ctia

107 3,841,506 3,413,916 36054.7 99.7 21.8

10-2 2,836,864 2,454,959 25698.0 99.8 25.5
10-® 4,640,806 3,178,230 33132.2 99.7 29.7

104 10,321,121 2,183,454 22796.5 99.7 32.8
105 10,132,009 312,440 3242.5 99.5 36

10-¢ 8,960,529 30,928 319.5 95.2 NOCT
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Assembly length | Non—N ratio(%)  Number of SNPs | Number of INSs | Number of DELs

29903 bp 99.54 9 1 3
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