CTCF - Mouse-Model-Unique False Positive Site (Chr2:26038400-26038900)
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CTCF - Mouse-Model-Unique False Positive Site (Chr2:5610100-5610600)
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CEBPA - Mouse-Model-Unique False Positive Site (Chr2:121494800-121495300)
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CEBPA - Mouse-Model-Unique False Positive Site (Chr2:14063600-14064100)
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HNF4A - Mouse-Model-Unique False Positive Site (Chr2:70264650-70265150)
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HNF4A - Mouse-Model-Unique False Positive Site (Chr2:121949050-121949550)
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RXRA - Mouse-Model-Unique False Positive Site (Chr2:55726000-55726500)
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Supplemental Figure 6: Importance scores for example false positive sites mispredicted only by the mouse model. Bases
were scored using a modified ISM algorithm (see Methods).

CTCF - Mouse-Model-Unique False Positive Site (Chr2:217281050-217281550)
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CTCF - Mouse-Model-Unique False Positive Site (Chr2:17740500-17741000)
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CEBPA - Mouse-Model-Unique False Positive Site (Chr2:164482400-164482900)
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CEBPA - Mouse-Model-Unique False Positive Site (Chr2:84160850-84161350)
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HNF4A - Mouse-Model-Unique False Positive Site (Chr2:70307400-70307900)
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HNF4A - Mouse-Model-Unique False Positive Site (Chr2:219267600-219268100)
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RXRA - Mouse-Model-Unique False Positive Site (Chr2:55846850-55847350)
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RXRA - Mouse-Model-Unique False Positive Site (Chr2:207809700-207810200)
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