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In the field of biological sequence analysis including DNA and amino acid
sequence analysis, traditional methods are highly dependent on the knowledge specific to molecular
biology, so their ability is limited to the discovery of features easily predicted from
domain-specific knowledge. In this study, it is shown that by using various machine learning
algorithms including deep learning, it is possible to extract novel and hierarchical features from
large sequence data.
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Dictionary D = {AAA; AAC; AAG; ...; TTC; TTG; TTT}

Splice Promoter
H3 86.47 88.99
H4 87.32 88.09
H3K9ac 75.08 78.84
H3K14ac 7328 78.09
H4ac 72.06 774
H3K4mel 69.71 74.2
H3K4me2 68.97 715
H3K4me3 68.57 74.69
H3K36me3 75.19 79.26
H3K79me3 80.58 83
Splice 94.7 96.18
Promoter 96.23 99.06
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