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About 20 years ago a very important paper on “Some
remarks on protein attribute prediction and pseudo amino
acid composition” was published [1].

Ever since then, a series of papers for using the “Pseudo
Amino Acid Composition) [1] or PseAAC [2] have been
stimulated to formulate protein sequences for developing
drugs against various diseases (see, e.g., [3-167].

It has also stimulated the eight masterpieces papers [168-
175] by the then Chairman of Nobel Prize Committee.
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