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Figure S8: Enrichment analysis of ChIP-seq target genes of TAL1 and Pax5

A, Top 10 significant GO terms of randomly sampled 100 TAL1 ChiIP-seq target genes in the
Tabula Muris lung dataset. B, Top 10 significant GO terms of randomly sampled 100 PAX5
ChiIP-seq target genes. C, Top 10 significant GO terms of 100 most expressed TAL1 ChlP-seq
target genes. D, Top 10 significant GO terms of the 100 most expressed PAX5 ChIP-seq target
genes.
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