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Following publication of the original article [1], the 
author reported that the wrong version of Fig.  1 which 
contains a PowerPoint background was uploaded.

The original article can be found online at https:// doi. org/ 10. 1186/ s11689- 
023- 09511-y.
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Incorrect figure:

Fig. 1 Levels of analysis for mapping etiological pathways associated with behavioral and clinical traits. This schematic shows different layers 
or functional units of analysis that can be evaluated to clarify linkages between genotype and clinical phenotype. Endophenotypic traits closer 
to the level of genotype are expected to be more closely associated with inherited variation given their relatively simpler genetic architecture 
compared to behavioral traits, as evidenced above by the reduced complexity (i.e., number of genes or letters) at the higher levels (e.g., cells, circuits/
networks). Multiple levels of analysis are depicted, though separate intermediate levels are not included for ease of presentation (e.g., proteomic). Based 
on this model, analysis of traits closer to genotypes will provide greater sensitivity to inherited variations than assessments of behavior or complex 
clusters of clinical symptoms. Analysis of traits across multiple levels, or establishment of endophenotypic trait domains (ETDs), also is proposed 
to offer unique opportunities for understanding etiological pathways contributing to discrete traits associated with ASD. Important environmental 
and developmental factors also are proposed to modify trait associations across levels and over time
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The original article has been corrected.
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