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Motivation

• Protein acetylation refers to a process of adding acetyl groups (CH3CO-) to lysine residues
on protein chains. As one of the most commonly used protein post-translational
modifications, lysine acetylation plays an important role in different organisms. In our study,
we developed a human-specific method which uses a cascade classifier of complex-valued
polynomial model (CVPM), combined with sequence and structural feature descriptors to
solve the problem of imbalance between positive and negative samples.

Fig 1 The Outlines of The Proposed Method.



Results

Fig 2 ROC Curves of Different Methods.

Table 2 The Performances of Different Classification Models.


