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Correlation between subtypes
(our own data vs. public dataset)
(Archer et al.,2018)

Park et al. Extended Data Fig.4



Park et al. Extended Data Fig.5
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Function by subtype

Park et al. Extended Data Fig.6
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Correlation network and subtype-specific expression in public dataset
(Archer et al.,2018)

Park et al. Extended Data Fig.7



Proportion of cell lineage in medulloblastoma tissues
(scRNA-seq from Michael Taylor's group)

Park et al. Extended Data Fig.8



Lineage-related gene expression on Diffusion map
(scRNA-seq, Smith et al., 2022)

Park et al. Extended Data Fig.9



Park et al. Extended Data Fig.10
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Park et al. Extended Data Fig.12
Subtype-specific protein expression



Tissue microarray - IHC (SHHa)
Park et al. Extended Data Fig.13
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Kinase-substrate network
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Park et al. Extended Data Fig.16
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Cell type migration by recurrence on correlation network (RNA)

Park et al. Extended Data Fig.19
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Representative protein expression by recurrence

Park et al. Extended Data Fig.22
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