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Multi-omics approach to Intellectual Disability Disorders

Beatriz del Blanco (Angel Barco's Lab)
Instituto de Neurociencias de Alicante (CSIC-UMH).
Avenida Ramon y Cajal s/n, San Juan de Alicante, 03550

Intellectual disability disorders caused by mutations in the epigenetic Understanding IDs disorders through experimental models
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Next-Generation Sequencing and Epigenomics Research
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