2016,31(3): 138~142
Journal of Northwest Forestry University

doiz10. 3969/j. issn. 1001-7461. 2016. 03. 23

1 1 2 1%
9 b b
(1. . . 7121005
2. s s 650204)
) 4 \9 ’ ()ttO
, (Oryza sativa ssp. japonica cv. Nipponbare) , 2Cc ),

2C o , (360. 704 4. 73) Mb,
:S718. 43 A :1001-7461(2016)03-0138-05

Comparative Analysis of Genome Sizes of Chinese Jujube
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Abstract; The genome sizes (2C-values) of 4 wild jujube species (Ziziphus jujuba var. spinosa) and 9 ju-
jube varieties (Ziziphus jujuba) were tested by using f{low cytometry technique. The fresh young leaves
were used as materials, Otto (Oryza sativa L. ssp. japonica cv. Nipponbare) was used as the external ref-
erence. The genome size varieties were compared between jujube and wild jujube. The average genome size
of jujube was estimated to be (360.70+4. 73) Mb,which was smaller than the average genome size of wild
jujube (388.20+£8. 32 Mb). There existed significant differences between the types of wild jujube in ge-
nome size but no significant differences between jujube varieties. The results indicated that the genome size
variability of wild jujube was higher than jujube and the domestication may accompany with genome size re-
duction from wild jujube to jujube.
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Table 1 Testing samples ’ ’
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Table 2 The genome size of cultivar Jing 60 using different

external reference samples and buffers

/Mb B73/Mb
Otto 296. 67 336.16
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L A- Otto, s B- Otto,
1

Fig. 1 The scatter diagram and histogram of external reference samples by flow cytometry in the same buffer

2
Fig. 2 The scatter diagram and histogram of jujube Qiyuexian by flow cytometry
(Mangi fera indica) . N
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Fig. 3 The scatter diagram and histogram of cultivar ‘Jing 60 by flow cytometry
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Table 3 Genome sizes of testing samples
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