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~20-25,000 genes »  ~100,000 transcripts - »  >1,000,000 proteins
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[Proteome Complexity. Image downloaded from https://www.thermofisher.com/us/en/homel/life-
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RESEARCH QUESTIONS / PROBLEMS:

* In order to bridge the gap between protein sequences and
attributes, in a timely manner, prompts the challenge to develop
computational methods for prediction various attributes of
proteins based on their sequence information alone.

METHODS:

1. Extracting a comprehensive feature set from protein
sequences,

2. The prediction of B-lactamase enzymes; S-glutathionylation
sites and phosphorylation sites in the Chlamydominas
reinhardtii (C. reinhardtii) organism.

RESULTS / FINDINGS:

« We developed an accurate, precise, and a specific classification
methods. These methods significantly outperformed existing
methods

SIGNIFICANCE / IMPLICATIONS:

« The predictions using our method can be performed in silico. In
silico methods are promising in that they can be used as
preliminary analysis to drive further in vivo and in vitro
experiments. Thus, they save significant time and money.




