Supplementary Figure S1

Nucleotide sequence representations using the pre-trained models. The representation

strategies for the (a) DNABERT and (b) DNABERT-2 are illustrated, respectively.
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Supplementary Figure S2

Architectures of the TEXCNN models with 10500-bp input length. The TEXCNN models are

trained using (a) both pre-trained models and (b) only one pre-trained model.
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Supplementary Figure S3

The structure of the TEXCNN model with 50000-bp input length.
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Supplementary Figure S4

The structure of the LSTM model in Appendix D.
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