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Genomic feature: open-chromatin

Human ref (500M) 1000G (500M)
2
2
2
18
2 1
s 14
g | |
] EE
s 10
B 8
6 |
h pn ‘. -
4
| I ||
2 | |
He;d
1000G (2.58)
EEm
[
s B =
s o N |

Layer mean

Supplementary Figure 9: Nucleotide Transformer
models attention percentages per head computed
for the open chromatin.

Supplementary Figure 10: Nucleotide Transformer
models attention percentages per head computed
for the promoters.
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Genomic feature: tf-binding
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Supplementary Figure 11: Nucleotide Transformer models attention percentages per head computed
for the transcription factor binding sites.
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Supplementary Figure 12: Genomic element length’s percentage of input sequence (6kbp). This corre-

sponds to the dataset used for attention maps and embedding spaces visualization experiments. Details
in Table 8.
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Supplementary Figure 13: U-MAP projections of embeddings of nine regulatory elements from layers
4, 14 and 24 for the two Nucleotide Transformer 2.5B parameters models.
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Supplementary Figure 14: U-MAP projections of embeddings of nine regulatory elements from layers
4, 14 and 24 for the two Nucleotide Transformer 500M parameters models.
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