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Abstract; In order to study the properties in protein sequences, three of the characteristic
sequence’ E—D graphs of protein sequences in every four classes with random sequences by uding
the nolinear prediction method was investigated. From the latest research, it was known that
each characteristic sequences’ E-D graphs of the protein sequences were specific, and different
from that of the random sequences. Furthermore, every curves of protein sequences fluctuated
around 1, and the walks of waves had not any pattern, The difference of E— D graphs among
four classes of protein sequences was very large. ‘By comparing the E—D graphs of the protein
sequences with the chaotic sequences, it was also found similar properties. It was concluded that
the protein sequences were non — random, and may be with the nonlinear properties such as
chaos,
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