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Abstract:  All functional proteins are synthesized via translation process. Translational regulation is the most
important and significant step in the flow of Central Dogma. Its regulatory amplitude exceeds the sum of all

other regulatory steps. Therefore, it is essential to investigate the translation in global scale, as it involves in
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all aspects of life. Translatomics is an emerging discipline for such investigations. It has exhibited its unique

and innovative power on proteomics, cancer research and stress response of bacteria, expanding the view for

the impact of protein synthesis. This review summarizes the main methods of translatomics and the applica-

tions on research and industry.
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