1.2

1.1

0.9

0.8

0.7

1.2
1.1

0.9

0.8
0.7

1.2
1.1

[

0.9

0.8
0.7

Supplemental Fig S12: The performance of ScPGE using several key hyper-parameters—such as DNA sequence
length, non-redundant TF motifs, and cell-specific cCREs. (A) The performance comparison of ScPGE using different

sequence lengths. (B) The performance comparison of ScPGE using redundant or non-redundant TF motifs. (C) The
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performance comparison of SCPGE using genome-wide or cell-specific cCREs.



