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Studies on the function of the long noncoding region in herpesvirus replication
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Virus genes are efficiently arranged on the genome. However, the herpesvirus
genomes have long non-coding regions on their genomes. The purpose of the present study is to reveal
functions of the long non-coding regions in viral replication using equine herpesvirus 1 %EHV—l) as a
model virus. Two long non-coding RNA, 1028 bps (IncRNA-X1) and 679 bps (IncRNA-X2), were found as
transcripts. It was found that several gene expressions were under detection limits in murine cultivated
neuronal cell infected by a mutant EHV-1 lacking IncRNA-X1 and IncRNA-X2. The results indicated that the
IncRNAs might have roles for EHV-1 replication in neuronal cells.
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SV40 polyA signal MCS
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