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ABSTRACT: Ubiquitination, a popular process of post-translational modification, plays an important regulatory role in numerous

cellular process such as protein degradation, DNA repair and so on. The essay analyzed the features influencing the protein ubiquitination

sites prediction and feature selection approaches that can extract the informative features improving the performance of classifier from the

total feature set. Meanwhile, several machine learning classifiers of predicting the protein ubiquitination sites were introduced based on

the various relevant studies of home and abroad.
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Table 1 Studies about prediction of protein ubiquitination sites

Ubiquiti-na-

Non-ubiqu-itina- Feature selection

Author tion sites ion sites Proteins Accuracy rate MCC Classifiers method
Chun-Wei Tung et al 157 3676 105 729 % 84.4% 0.135 SVM IPMA
Radivojac P et al 272 4651 124 772 % 0.117 Random forest T-test
Yudong Cai et al 378 1359 273 NA 0.142 Nearest Neighbor mRMR
Algorithm
Tzong-Yi Lee et al 442 16084 350 74.5 % NA Radial Basis Function F value
Networks
:NA °
Note: NA means no relevant data mentioned in the reference.
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