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The database constructed for the analyses described can be freely accessed here at  Zenodo: https://zenodo.org/record/8363787. 
An R script containing the method described in this paper, as well as a data file with input data for the core set of 309 substances, are available at https://github.com/jlapennings/iwgt_pwoe.
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Supplementary Table S3. Combining test results when considering equivocal calls as positive test result.
	Test result
	Test result
	Combined

	+
	+
	+

	+
	-
	+

	+
	E
	+

	-
	-
	-

	-
	E
	+

	E
	E
	+


+: positive call
-: negative call
E: equivocal call
23

1
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Supplementary Figure S1. Distribution of the 1,078 substances with both in vitro and in vivo data for genotoxicity available in the database across (A) the mammalian in vitro genotoxicity tests studied: MLA, hprt, mammalian cell gene mutation test (MCGM, i.e. MLA and/or hprt, but not specified), in vitro MN and in vitro CA; and (B) the in vivo genotoxicity tests studied: in vivo MN, in vivo CA, TGR, comet and Pig-a. For 1,022 out of the 1,078 substances, Ames data are available.
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Supplementary Figure S2. The molecular weight (left panel) and the topological polar surface area (TPSA; right panel) of the core set of 309 substances (dark blue) and a large benchmark dataset (light blue; [Hansen et al. 2009]), respectively. 
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