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Predicting the function of hydrolase proteins based on the
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ABSTRACT
Protein plays an important role in organisms. Protein
has many kinds of functions, for example:
transportation, sports, enzymes, immunization,

support, protection, etc. After the Human Genome
Project had been completed, the discovery of protein
function becomes an important work. The method
that uses biological experiments can achieve the most
accurate results in finding the function of a protein.
But lots of money and time are needed to find the
functions of so many proteins. Therefore, predicting
the function of a protein by computer is an important
research issue. The computer methods in predicting
protein function can be divided into three classes:
methods based on sequences, methods based on
structures, and methods that combine the previous
two. In this thesis, a method based only on sequences
to predict the protein function was proposed. This
method predicts functions by recognizing the motifs
containied in the sequence. In order to test the
proposed method, an experiment has been conducted
to predict the seven subfunctions of hydrolase
proteins. The accuracy achieved is above 99%.
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Tia 0.993080895 0.997544726 0.996734694
9
TP TN FN FP sensitivity specificity accuracy
GO-1D16788 62 285 3 O 0.953846154 1 0.991428571
GO-1D16798 87 261 2 O 0.97752809 1 0.994285714
GO-1D16801 0 30 0 O Na 1 1
GO-1D16810 19 331 0 O 1 1 1
GO-ID16817 7 340 3 0 0.7 1 0.991428571
GO-1D16824 0 3% 0 O Na 1 1
GO-1D8233 166 176 0 8 1 0.956521739 0.977142857
Tia 0.926274849 0.99378882 0.993469388
10
TP TN FN FP sensitivity specificity accuracy
GO-ID16788 69 278 0 3 1 0.989323843 0.991428571
GO-ID16798 100 246 4 O 0.961538462 1 0.988571429
GO-ID16801 0 350 0 O Na 1 1
GO-1D16810 22 327 1 O 0.956521739 1 0.997142857
GO-ID16817 2 347 1 0 0.666666667 1 0.997142857
GO-ID16824 1 349 0 O 1 1 1
GO-1D8233 148 195 2 5 0.986666667 0.975 0.98
Tz 0.928565589 0.994903406 0.993469388
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