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Viral oncoprotiens are selectively retained and expressed in carcinoma cells infected with HPV and
cooperated in immortalization and transformation of primary keratinocytes. E7 protein interacts with the
retinoblastoma protein, which results in dissociation of the E2F-1 transcription factor and activation of
genes related to DNA synthesis and cell proliferation. In order to identify the E7-interacting molecules,
HPV-negative C~33A cervical cancer cell line, was prepared to establish stable cell line expressing E7. We
have purified his tagged E7 oncoprotein. E7-Ni2+-NTA-affinity column was prepared to obtain E7-
interacting proteins and E7~interacting proteins were resolved in 20-gel electrophoresis and analysed by
matrix-assisted laser desorption/ionization (MALDI/TOF). Among 12 proteins identified in 2D patterns of
E7-transfectant and mock cell lysate bound to €7 protein by MALDI/TOF, there are 3 proteins not yet
identified. ATP synthase, glucocorticoid receptor AF-1 coactivator—1, tumor protein p73 (p53-like
transcription factor) and CTCL tumor antigen se2-5 which is a cutaneous T-cell lymphoma-associated
antigen, were downregulated whereas kinesin, Ku70-binding protein which may play a role in DNA repair
pathway, latent transforming growth factor beta were upregulated by E7 and were bound to €7. it is
presumed that E7 can evade immune surveillance by suppressing or inducing the immune-mediated
factors, cell cycle regulators and cell signaling reguiatory factors (This work was supported from the
Molecular Medicine Program M1-0106-00-0078, Ministry of Science and Technology).
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In laboratory rodents, there are several age-dependent physiological and biochemical changes in skeletal
muscle, including increased steady-state levels of oxidative damage to lipids, DNA, and proteins. We have
used representational difference analysis (RDA) to identify up- and down-regulated genes in skeletal
muscle from aged rhesus monkey. cDNA-RDA was performed using small amounts of mRNA pool to reverse
transcribe the cONAs from muscles of young and old monkeys, which are 6 and 25 years of age,
respectively. The cONA-RDA led to the isolation of several distinct clones that were specifically up- and
down-regulated in the aged monkey muscle. Several genes up- and down-regulated in aging monkey were
identified in the present study. Differential expressions of these genes were confirmed by semiquantitative
RT-PCR approach. Our results lead to a better understanding of the molecular mechanisms of aging
process and possibility of candidates of aging biomarkers in primates.
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