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Fig.1 The phylogenetic tree of inteins
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Analysis of the Intein’ s Evolution

XIE Jun, HUANG Jing Fei, SHI Xiwr Fan, SHAO Dan, LIU ShirQun, LIANG Chong Rong, LIU CiQuan™
( Kunming Institute of Zoology, The Chinese Academy of Sciences, Kunming 650223, China)

Abstract Inteins are internal segment peptides which can self-splicing at the protein level. Although inteins are
found in all three domains of life, they are not evenly distributed among species and proteins. So the evolution of
intein have been capturing much attention. 69 classical inteins were found through systematically searching
nucleic acids database. The comparison of homologous protein and phyogenetic tree of inteins suggest that the

evolution of inteins should combine two causes: lateral transmission and inheritance.
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