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Abstract
[bookmark: _GoBack]Protein sequencing has revolutionized the healthcare and life sciences fields by enabling the creation of more accurate diagnostic tools and personalized medicines for various serious illnesses. Ultra-fast Next-generation sequencing technologies such as nanopore/nanoslit sequencing can identify individual molecules and reading sequences with chromosome-size-long readability. However, the complexity of sequencing all 20 amino acids requires innovative approaches. To speed up the process of identifying these building blocks of proteins, we have developed a machine learning method that allows for quick and accurate prediction of the transmission function for sequencing of amino acids. Among the machine learning models tested, the XGBoost regression model was found to be the most effective, with a very low-test Root Mean Square Error (RMSE~0.05). Furthermore, using the random forest machine learning classification technique, it is possible to classify neutral amino acids with an accuracy rate of 100%. This approach represents a significant advancement in the prediction of transmission function through machine learning and can provide a platform for quickly and accurately identifying amino acids. 
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