Supplementary Data 1. Hepatoblastoma transcriptomic signature gene lists from our
re-analysis of the Song et al.?' dataset showing the top significantly differentially
expressed genes between our fetal and embryonal tumor populations (adjusted p-value
<0.05, greatest log2FC values) and the different hepatoblastoma transcriptomic
classifications were compiled from existing literature#17:18:21.30

Supplementary Data 2. All compounds comprising the drug screening library shown in
Fig. 6 and Supp. Fig. 6.

Supplementary Data 3. General WNT genes curated from all WNT signaling pathway
collections in GOBP, KEGG, PID and Hallmarks (MSigDB v2023.2Hs), in addition to
manually accrued WNT genes.



