Figure 1. Histone H3.3K4M and H3.3K36M mutations impair adipogenesis
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Figure 2. H3.3K4M prevents adipose tissue and muscle development
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Figure 3. H3.3K4M destabilizes MLL3/4 proteins in adipogenesis
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Figure 4. H3.3K4M prevents MLL3/4-mediated enhancer activation in adipogenesis
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Figure 5. Deletion of the enzymatic SET domain of MLL3/4 prevents adipose tissue and

muscle development
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Figure 6. Deletion of the enzymatic SET domain inhibits adipogenesis by destabilizing

MLL3/4
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Figure 7. H3.3K4M expression mimics MLL3/4 SET domain deletion in preventing
adipogenesis
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Figure 8. H3.3K4M does not affect adipose tissue maintenance and function
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