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Training associated alterations in equine respiratory immunity using a multiomics comparative
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The mitochondrial protein Sideroflexin 3 (SFXN3) influences neurodegeneration pathways
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Acta - Molecular Basis of Disease, 2020, 1866, 165498. :

Collateral Sprouting of Peripheral Sensory Neurons Exhibits a Unique Transcriptomic Profile.
Molecular Neurobiology, 2020, 57, 4232-4249.

Comparative proteomic profiling reveals mechanisms for early spinal cord vulnerability in CLN1 2.3 10
disease. Scientific Reports, 2020, 10, 15157. :

Pre-natal manifestation of systemic developmental abnormalities in spinal muscular atrophy. Human
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Comparative profiling of the synaptic proteome from Alzheimerd€™s disease patients with focus on the
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Sideroflexin 3 is a [+-synuclein-dependent mitochondrial protein that regulates synaptic morphology.
Journal of Cell Science, 2017, 130, 325-331.

Proteomic mapping of differentially vulnerable pre-synaptic populations identifies regulators of
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Proteomic profiling of neuronal mitochondria reveals modulators of synaptic architecture.

Molecular Neurodegeneration, 2017, 12, 77.

Bioenergetic status modulates motor neuron vulnerability and pathogenesis in a zebrafish model of a5 69
spinal muscular atrophy. PLoS Genetics, 2017, 13, e1006744. :

Systemic restoration of UBA1 ameliorates disease in spinal muscular atrophy. JCl Insight, 2016, 1,
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Commonality amid diversity: Multi-study proteomic identification of conserved disease mechanisms in
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Quantitative imaging of tissue sections using infraredAscanning technology. Journal of Anatomy, 2016,
228, 203-213.

Understanding the molecular consequences of inherited muscular dystrophies: advancements
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Proteomic Profiling of Cranial (Superior) Cervical Ganglia Reveals Beta-Amyloid and Ubiquitin
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Increased levels of <scp>UCHL</scp>1 are a compensatory response to disrupted ubiquitin
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A novel mouse model of Warburg Micro Syndrome reveals roles for RAB18 in eye development and
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Label-Free Quantitative Proteomic Profiling Identifies Disruption of Ubiquitin Homeostasis As a Key
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Dysregulation of ubiquitin homeostasis and 12-catenin signaling promote spinal muscular atrophy.
Journal of Clinical Investigation, 2014, 124, 1821-1834.

A Guide to Modern Quantitative Fluorescent Western Blotting with Troubleshooting Strategies.
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Label-free proteomics identifies Calreticulin and GRP75/Mortalin as peripherally accessible protein
biomarkers for spinal muscular atrophy. Genome Medicine, 2013, 5, 95.

Total Protein Analysis as a Reliable Loading Control for Quantitative Fluorescent Western Blotting. 05 300
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Combining Comparative Proteomics and Molecular Genetics Uncovers Regulators of Synaptic and
Axonal Stability and Degeneration In Vivo. PLoS Genetics, 2012, 8, e1002936.
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SMN deficiency disrupts brain development in a mouse model of severe spinal muscular atrophy. 9.9 105
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Molecular correlates of axonal and synaptic pathology in mouse models of Batten disease. Human
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