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Analysis of the Epstein-Barr Virus (EBV) Cytotoxic T cell Epitopes in EBV

Associated Diseases
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EBV oncogenes, latent membrane protein 1 (LMP-1) and LMP-2a, are ex-

pressed in tumor cells in nasopharyngeal carcinoma and nasal NK/T cell

lymphoma (NNKTL). Some studies have defined cytotoxic T lymphocytes
(CTL) target epitopes within the LMPs of EBV. In the present study, we de-
termined the LMP-1 and -2a sequences of 7 NNKTLs by PCR direct sequenc-
ing and amino acid variations of the CTL epitopes were identified by com-

parison with some prototype sequences. Although mutation within these

epitopes may provide an advantage in protecting tumor cells from the EBV-

specific CTL response, in this study, there was no special amino acid change
in CTL epitopes of the 7 NNKTLs. We revealed that most of these epitopes
are highly conserved among the tumor cells in eastern Asian patients. These

findings may be based on geographical character.
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Fig. 1 Schematic illustration of LMP-1 and
-2A regions of EBV.

Table 1 The sequences and coordinates of PCR

primers.
Transcript sequence(5-3") B95-8 genomic coordinates
] CTTTCCTCAACTGCCTTGCT 769514 - 169495
TCCCAGTAAATGGAGGGAGAGTCA 168091 - 168114
LMP2 ATAGTGTCTCTAAAATTTAA 1712-1693
TTGCTCTATTCACCCTTACT 11-30
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Fig. 2 Comparison of the amino acid se-
quences of LMP-1.
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Fig. 3 Comparison of the amino acid se-
quences of LMP-2A.
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