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Estimation of Genome Size of Apricots Based on Flow Cytometry
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Abstract: Genome size is the critical parameter of biodiversity characteristics in plants. Some valuable da-
ta, including species evolution and classification studies and genomic research in apricot, will be acquired
when performed the apricot genome size and comparing the difference among species, varieties and cultivars.
The genome size of 13 apricot cultivars belonged to five species had been detected by using flow cytometry.
The five species of apricot included P. armeniaca, P. sibirica, P. mandshurica, P. mume and P. dasycar-
pa. After comparing three internal reference plants, Z. jujuba cv. Jinsixiaozao was used as an internal refer-
ence and the DNA content was quantified by flow cytometry and calculated as the ratio of mean flurescence of
GO /G1 peak between Z. jujuba and tested samples. The genome size of apricot and its variants varied between
(253.17 £0.963) Mb ( Dayoujia) — (300.60 +1.181)Mb ( Shanmei) , Zixing had the most small genome size.
The genome sizes of Liaoxing, Liieshanxing belonging to P. sibirica , and Longwangmao were (280.37 +4.858),
(273.66 £4.334) ,(263.42 +1.306) Mb, respectively. There were significant difference in genome size among
the five different species and varieties of the apricot genus. This study detected the difference in genome size among
different species and varieties in apricot for the first time. These results would provide basic evidence for exploring
the relationship between the genome sizes and their phenotypic traits, interspecies differentiation and botanical clas-
sification in apricot.
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Fig.1 Flow cytometric fluorescent detection image of apricot, grape, peach and jujube
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Fig.2 The result of mixed samples of apricot with grape, peach or jujube, respectively
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Tab.2 The genome size of 13 cultivars of P. armeniaca
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Number Sample name Peak value of GO/G1 stage C value Genome size
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Note: Duncan's significance test is used for multiple comparison, different small letters in the same columns show the significant differences (P <0.05).
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