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Abstract

In this paper, the amazing and fantastic benefits by taking the door open policy have been presented. It is within (1979-1949) =
30 years, China has become from a very poor country to the second richest country only next to USA. It is anticipated China

will become the richest country in 2030.

Keywords: deng xiaoping; mao zedong and buddha; cross the river by feeling the stones; cats able to catch mice are good
ones regardless their color; no one is perfect, and no gold is really pure

INTRODUCTION

After the notorious “Cultural Revolution” developed by Mao Zedong, the
dictator and head of China, had been defeated, China was under the
leadership of Deng Xiaoping. He adopted the door-opening policy with
the philosophy: (1) “Cross the river by feeling the stones meaning “{& 3
B LI, (2) “No one is perfect, and no gold is really pure” meaning «
AZLSEA, £ERBFR”, and (3) Cats able to catch mice are certainly good
regardless of their color” meaning “F & BB, BEBHILERE
U7 %> Ever since then, China has been starting economically booming,
and has become the second richest country next to USA only. It is
anticipated that China will be superior to USA in about 2030.

Growing-up and strongly established

As a consequence of the “door open” theory, Prof. Dr. Chou was invited
by Professor Sture Forsén, the then “Chairman of Nobel Prize
Committee”, to work in Chemical Center of Lund University as a Visiting
Professor. Deng Xiaoping’s policy can stimulate a lot of great creativities,
as indicated by a lot of achievements. Listed below are just a few.

1) Proposing graphical rules in molecular biology.

) Proposing pseudo amino acid composition [1-16].

?3) Proposing Pseudo K-Tuple Nucleotide Composition [17-
20].

4 Proposing Pseudo-in-one [21, 22].

(5) Proposing 5-steps rule [7, 8, 23-63, 64 , 65-95].

(6) Proposing “The Biological Functions of Low-Frequency

Phonons, [96-105].
I11. CONCLUSIVE REMARKS

It is really awesome and amazing to adopt the Door-opening policy
to achieve such great achievements during so short period of time, fully
indicating “the community with a shared future for mankind” (i.e., “ A2
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firig 3 [F147) and “Multilateralism”  (i.e., “&14 7 3 by Xi Jinping is
indeed very correct and wise.
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