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Abstract: In order to understand the variation of cultivated germplasm of Hevea brasiliensis, the genomic C value
of 53 cultivated germplasms with high quality characters in Yunnan rubber planting areas were measured by flow
cytometry, and their variations were analyzed. The results showed that light green young leaves of H. brasiliensis
were suitable samples for flow cytometry. There were differences in nuclear DNA content and genomic C value
among 53 cultivated germplasms. The average genomic C value was 1.531 696 <10° bp, the smallest was CRTG-272
(1.465 908 x10° bp), the largest was CRTG-83 (1.600 381 x10°bp), and the variation coefficient (CV) was small
(0.035 5). Among 53 cultivated germplasms of H. brasiliensis, forty-seven were diploid and 6 were triploid. The
genome sizes had big CV up to 1.248 6 among 40 species of Euphorbiaceae, which is consistent with the view of
the C value paradox. Therefore, flow cytometry can achieve rapid and accurate determination of the nuclear DNA
content, genomic C value, and chromosome ploidy of H. brasiliensis.
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Fig. 1 Leaves of rubber tree. A: Bronze young leaves; B: Light green young

leaf; C: Dark green mature leaf. The same is Figure 2.
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Fig. 2 Flow cytometry diagram of rubber tree leaf at different age
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Fig. 3 Flow cytometry diagram of rubber trees. A: CRTG-9 germplasm with Zea mays as interior label; B: CRTG-186 germplasm with Z. mays as interior label;

C: CRTG-186 germplasm with Pisum sativum as interior label.
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Table 1 Nuclear DNA content and Genome C value of 53 cultivation rubber tree germplasms
=1 Yu (N7 k-
5 Fi R Nﬁ?%:rzDDN’\r\c;t%nt Cg Chré’r;{oﬁsgfr?eI Liloidy
No. Germplasm (<107 bp)
(r9) (m
1 CRTG-9 3.137 780 1534374 2
2 CRTG-53 3.137 782 1.534 376 2
3 CRTG-81 3.137 776 1.534 372 2
4 CRTG-83 3.272 763 1.600 381 2
5 CRTG-85 3.272 746 1.600 373 2
6 CRTG-87 3.007 985 1.470 904 2
7 CRTG-89 3.272 747 1.600 373 2
8 CRTG-93 3.137 769 1.534 369 2
9 CRTG-9%4 3.137 783 1.534 376 2
10 CRTG-106 3.007 985 1.470 904 2
1 CRTG-113 3.007 975 1.470 900 2
12 CRTG-120 3.272 753 1.600 376 2
13 CRTG-131 3.272 753 1.600 376 2
14 CRTG-169 3.007 971 1.470 898 2
15 CRTG-170 3.137 785 1.534 377 2
16 CRTG-171 3.272 759 1.600 379 2
17 CRTG-172 3.007 966 1.470 895 2
18 CRTG-173 3.007 982 1.470 903 2
19 CRTG-177 3.137 783 1.534 376 2
20 CRTG-178 3.007 985 1.470 904 2
21 CRTG-180 3.007 985 1.470 904 2
22 CRTG-182 3.272 759 1.600 379 2
23 CRTG-190 3.137 782 1.534 376 2
24 CRTG-191 3.007 989 1.470 907 2
25 CRTG-218 3.007 986 1.470 905 2
26 CRTG-222 3.272 752 1.600 376 2
27 CRTG-223 3.137 773 1.534 371 2
28 CRTG-228 3.137 783 1.534 376 2
29 CRTG-229 3.272 753 1.600 376 2
30 CRTG-230 3.272 750 1.600 375 2
31 CRTG-232 3.007 978 1.470 901 2
32 CRTG-235 3.272 750 1.600 375 2
33 CRTG-249 3.007 975 1.470 900 2
34 CRTG-257 3.272 752 1.600 376 2
35 CRTG-261 3.137 782 1.534 376 2
36 CRTG-262 3.007 984 1.470 904 2
37 CRTG-263 3.137 782 1.534 376 2
38 CRTG-271 3.272 753 1.600 376 2
39 CRTG-274 3.137 759 1.534 364 2
40 CRTG-276 3.137 788 1.534 378 2
41 CRTG-281 3.007 980 1.470 902 2
42 CRTG-292 3.272 753 1.600 376 2
43 CRTG-297 3.272 745 1.600 372 2
44 CRTG-322 3.272 750 1.600 375 2
45 CRTG-335 3.137 774 1534371 2
46 CRTG-551 3.137 773 1.534 371 2
47 CRTG-553 3.272 752 1.600 376 2
48 CRTG-186 4.504 428 1.468 443 3
49 CRTG-187 4.533 920 1.478 058 3
50 CRTG-188 4.522 910 1.474 469 3
51 CRTG-255 4.505 916 1.468 929 3
52 CRTG-272 4.496 651 1.465 908 3
53 CRTG-314 4.518 754 1473114 3
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Table 2 Genome C value of Euphorbiaceae species
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