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Abstract:  Using structure-based and homology search approaches, 1 198 intact Copia retrotransposons and 1 038
solo LTR retrotransposons with well-defined insertion positions were identified from the mung bean genome. These elements
were unevenly distributed along 22 chromosomes of mung bean, and showed a significant negative correlation with the distri-
bution of functional genes. The vast majority of Copia retrotransposons (91.8% ) were inserted into the host genome in the

last 5.0 MYA, and showed a significant active peak during 1.0-2. 0 MYA. In addition, the ratio of the number of solo LTRs

to the number of intact elements in each family had no
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correlation with the evolutionary time,but had a significant
positive correlation with the size of the LTR. Although

these Copia retrotransposons could be divided into six line-
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varied greatly. By comparing the positions on the chromosomes, it was found that 713 elements of 67 Copia retrotransposon

families were inserted into or close to the 629 functional genes (<1 kb), suggesting that these elements may affect the

structure,, expression and function of genes.
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Table 1 Summary of some Copia families in mung bean

R A ERF T LTR R/ SRR seBonft

solo LTR %t Jof %k Jfi A1 a]

(RT) (bp) (bp) B () ) (MYA) S/ AR
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R2 RE Copia EREETFIERFERLER

Table 2 Summary of Copia retrotransposon lineages in mung bean

®3 %= Copia EREEFENRERFRILEX
Table 3 Summary of Copia retrotransposons and functional genes

in mung bean
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Fig.6 Functional cluster analysis of genes related to Copia retrotransposons in mung bean
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