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Construction of DNA Fingerprint of indica Hybrid Rice Varieties in Yichang Area
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Abstract

(Yichang Seed Supervision Station, Yichang, Hubei 443005)
To establish DNA fingerprint of indica hybrid rice varieties in Yichang area, 49 tested varieties were studied using SSR markers.

The results showed that 35 pimers detected 61 alleles in total among 49 varieties, with 2—6 alleles (2.5 alleles an average) amplified by each

primer. According to the analysis of 10 pairs of core SSR markers, we constructed DNA fingerprint database for 49 indica hybrid rice varieties,

which would be helpful for the application of SSR markers in rice variety and purity identification in Yichang area.
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Table 1 The tested rice varieties
No. Variety name Variety origin Variety type No. Variety name Variety origin Variety type
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Table 3 The fingerprint map of indica hybrid rice varieties
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No. Variety name Fingerprint code No. Variety name Fingerprint code

1 RPIL LT 010101110010100110100010 26 R 332 010100101111111101101011
2 JIA 6023 010110110101101111110010 27 2Ll 010100110010100111100010
3 Wit 688 010100101111111101001011 28 PN 010100110111111011101010
4 mm ML 534 011101111010100110101010 29 C Wifk 343 110101101111011101011010
5 ER L 1212 111101111010100111001010 30 Y il 1998 011000111010011111011011
6 C Witk 513 110101111111011101011010 31 Y Wil 7 5 111100111010111101101111
7 C Wit &5 010101111010111001101011 32 Bk 111100111111111010100011
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11 ZEAE 010100110010101111100010 36 Wi 136 010100111010111101101011
12 Y Wifl: 800 011100101111111111011011 37 REW 1212 110101110111100101001010
13 ZEfh 822 110100110010100101101010 38 C Wit A 221 110101111111111101001010
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23 FHLS 010101110101100111100011 48 Btk 534 010100111111110111101010
24 Ffi—% 010100110101100111110011 49 ZERVR 221 010100110010111111101010
25 FWEH— 010100110111100110100011
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Table 2  Effects of nutrient expert recommended fertilization on rice yield

b3 ¥4 77 Grain yield // kg/hm’ PR FE%L Yield index /%
Treatment

2013 2014 2015 2016 Ty 2013 2014 2015 2016 Ty
NE 7 384 9 400 9 765 9 246 8 949 100.00 100.00 100.00 100.00 100.00
NE-N 5071 5450 7 095 7 476 6273 57.98 68.62 72.66 80.86 70.10
NE-P 6 704 8 100 8 628 8 637 8 017 90.79 86.17 88.36 93.41 89.59
NE-K 7 009 8 750 8 370 7752 7970 94.92 93.09 85.71 83.84 89.06
CK 4 688 5100 6 270 7 344 5 851 63.49 54.26 64.21 79.43 65.38
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