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Abstract With the development of genetics, more and more research has been focused on modal organisms

because of the conservative nature of biological species. Saccharomyces cerevisiae is one of the most important

model organisms widely used all over the world. Recently, works published in this journal from Tsinghua

University revealed a role of YMR166C in mitochondrial magnesium homeostasis in Saccharomyces cerevisiae

with transposon-based genetic screen. A genome-wide screening in Saccharomyces cerevisiae for suppressor genes

of MTML1 also yielded some very interesting results. Those wonderful works indicated a new era in genetic studies

in China.
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