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Protein translation regulated by ribosome heterogeneity
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It has been reported that tissue specific function of ribosome is in part
regulated by tissue specific expression of ribosome components and accessory proteins. Among them,
eukaryotic Translation Elongation Factor 1 Alpha 2 (eEF1A2) mutant mouse demonstrates severe
phenotype in neurological development and is dead before maturation. This phenotype is explained by
different expression pattern of its isoforms. eEF1Al expresses ubiquitously among tissues, whereas
eEF1A2 expresses only in brain, muscles and lymphoid tissues. To date, regulatory mechanisms of
eEF1A2 have not been reported. To examine the mechanism of eEF1A2 in neural tissues, I established
reporter cells of eEF1A2 expression by introducing EGFP under the control of eEF1A2 in Neuro2a
neuroblastoma. With these cells, 1 screened shRNA library targeting more than 4,000 genes. With this

strategy, | obtained candidate transcriptional factors of eEF1A2, including YY1.
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Analysis of translational regulator EEF1A isoform in cancer cells
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