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Long terminal repeats (LTRs) of human endogenous retrovirus (HERV) have
contributed to the structural change or genetic variation of primate genome
connected to various diseases and evolution. Using genomic DNAs derived
from hominoid primates (chimpanzee, gorilla, orangutan, and gibbon), we
performed PCR amplification and identified thirty HERV-W LTR elements.
Those LTR elements showed 82 98% sequence similarity with HERV-W LTR
(AFQ72500). Specifically additional sequences, GCCACCACCACTGTTT in gorilla
and TGCTGCTGACTCCCATCC in gibbon, were noticed. Clone OR3 from
orangutan and clone GI2Z from gibbon showed 100% sequence similarity
although they are different species, indicating that both LTR elements are
proliferated recently from the original LTR element. A phylogenetic tree
obtained by the neighbor-joining method revealed that HERV-W LTR family

has evolved independently during hominoid evolution.



