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Selected Publications in Life Science 

 

For those in computer science, let me remark that more than five author are typically listed in a life science 

paper because it is quite essential to collect and examine raw data from precious samples, and many 

excellent people have to be involved in these data collection steps. “*” indicates joint corresponding authors, 

while “#” joint first authors. 
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Selected Publications in Computer Science 
 
For those in life science, let me note that no more than five authors are involved in a computer science paper 
presumably because we need only pencils, memo pad, and computers to do research. In computer science, 
we first submit a paper to a conference to exchange our idea timely and then submit a revised version to a 
journal. It typically takes more than one year to publish a paper in a journal after its submission. 
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