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Measurement of Telomeric Length and Hereditary

Character of Oryza Sativa
YE Congying » HUANG Qian , MA Guoxing » LIN Gaogiang , CAO Jiawei, LIU Xiaochuan
(College of Life Science, Zhejiang Sci-Tech University, Hangzhou 310018, China)

Abstract; Telomere performs an important function of protecting and maintaining chromosome
integrity and is closely related to cell senescence and cancerization. Since there are differences in lengths of
different chromosome telomere within a cell, to study the hereditary character of the length of a single
telomere in cells could help to further understand telomere functions and illuminates the relation between
the telomere and cell cycle. In this study, according to the significantly different average telomere lengths
of rice indica and japonica subspecies, in combination with hybrid F1 and F2 generation groups, analyses
on the telomere lengths of T02p, T02q, T04q, T09p, T10q and T11p were carried by using the improved
single telomere length analysis (STELA). The results show that the single telomere length is correlated to
the relevant chromosome length and is characterized by quantitative character inheritance. What’s more,
between F1 hybrid and the parents, there was no significant difference in 5 telomeres except T04q, which
shows over-dominance inheritance and highly significantly exceeds t he level. Therefore, it is presumed
that the telomere length of cell cycle is not the average telomere length of the whole cell but the length of
some or very few telomeres are regulated.

Key words: rice; telomere length; STELA; inheritance
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