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A. Personal Statement
Dr Sanders trained as a pediatric physician in the UK before pursuing a research career in genomics and
bioinformatics. His work has helped characterize the role of de novo mutation in the etiology of ASD and

identified multiple ASD risk loci including de novo duplications of the William’s Syndrome region (7q11.23) and

de novo loss of function mutations in the sodium channel gene SCN2A. Working with numerous collaborators, he
helped implement this approach to gene discovery to analyze over 25,000 samples. Fifty ASD-associated genes
were identified and these were recently published in two companion articles in Nature (2014). Finally, he worked

as part of a group that integrated spatiotemporal gene expression data from the human brain with these

ASD-associated genes, including SCN2A. This approach has implicated deep layer glutamatergic neurons in the

frontal cortex during mid-fetal development in the causation of ASD.

B. Positions and Honors

Positions and Employment

2003-2004

2004-2005
2005-2006

2006-2007
2008-2011

2011-2014
2014-present

Pre-registration House Officer, Internal Medicine, General Surgery, Paediatrics, Queens
Medical Center, Nottingham, UK

Senior House Officer, Emergency Medicine, Derbyshire Royal Infirmary, Derby, UK
Senior House Officer, Paediatrics and Neonatal Intensive Care, Northwick Park Hospital,
Harrow, London, UK

Senior House Officer, Paediatrics and Neonatal Intensive Care, Chelsea and Westminster
Hospital, London, UK

Postdoctoral Research Associate, Child Study Center and Genetics, Yale University Child
Study Center, New Haven, CT

Graduate Student, Genetics, Yale University, New Haven, CT

Assistant Professor, Psychiatry, University of California, San Francisco (UCSF), San
Francisco, CA, USA

Other Experience and Professional Memberships

1998-2008
2002-2003
2004-present
2009-present
2013-present

Honors

British Medical Association

Elected Representative, British Medical Association, Medical Academic Staff Committee
British Society of Human Genetics

American Society for Human Genetics

International Society for Autism Research

2000 Sir Basil Blackwell Prize for highest mark in the first two years of medical school, Nottingham
University, UK

2001  First Class Honours (highest) in BMedSci degree, Nottingham University, UK

2001  Bart Prize for outstanding performance, Nottingham University, UK



2001 Distinction in paediatrics, Nottingham University, UK

2001 Distinction in obstetrics and gynaecology, Nottingham University, UK

2003 Honours (highest) in Medical degree, Nottingham University, UK

2003 Wellcome Trust Elective Prize, Wellcome Trust, London, UK

2003 Vandervell research grant, Vandervell Foundation, London, UK

2003 Grade A research award, British Medical and Dental Student's Trust, London, UK

2003 Cochrane Prize for best student in obstetrics and gynaecology, Nottingham University, UK

2004  Student Prize for pediatrics, Royal College of Paediatrics and Child Health, London, UK

2009 Highly commended for Oxford Handbook of the Foundation Programme, 2e, BMA book awards, British

Medical Association, London, UK

2011  Gruber Science Fellowship, Gruber Foundation, New Haven, CT, USA
2012  Top 10 scientific contributions to autism for identifying the role of de novo single nucleotide variants in

autism and the means to identify autism associated genes, Autism Speaks, New York, NY, USA

2013 Howard Hughes Medical Institute (HHMI) International Student Research Fellowship, Howard Hughes

Medical Institute (HHMI), MD, USA
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D. Research Support: Stephan, J Sanders, BMBS, PhD

Ongoing Research Support
307705 Sanders, SJ (PI) 09/01/2014-08/31/2016

Simons Foundation Autism Research Initiative (SFARI)

Sexually dimorphic gene-expression and regulation to evaluate autism spectrum disorder sex bias

This proposal seeks to: 1) create a map of sexually dimorphic gene expression in the human brain, and 2)
identify ASD genes and networks within this map that may explain the strong male sex bias observed in ASD
Role: PI

274624 State, M (PI) 08/01/2013-07/31/2016

Simons Foundation

A gene-driven systems biological approach to ASD (Autism Spectrum Disorder) pathology

Our proposal is aimed at leveraging the tremendous genetic heterogeneity identified by whole-exome
sequencing efforts to identify molecular mechanisms shared by individuals with ASD. By integrating multiple
biological datasets including, exome sequencing, RNA-Seq, and ChIP-Seq we aim to identify points of
convergence that lead to the ASD phenotype.

Role: Investigator

R01 MH100027 Geschwind, D (PI) 02/01/2013-01/31/2018

National Institute of Mental Health

Autism Genetics Network, Phase |l: Increasing Representation of Human Diversity

The purpose of this grant is to undertake a comprehensive genomic analysis of African American children
with autism spectrum disorders and to study the barriers to participation in autism genomics research.
Role: Investigator

U011 MH103339 Sestan, N / State, M (PI) 06/15/2014-05/31/2017

NIH/NIMH

Transcriptional and Epigenetic Signatures of Human Brain Development and Autism

The goal of the grant is to provide integrated transcriptional and epigenetic analysis of normal human brain
development and autism.

Role: Bioinformatician

Completed Research Support

Howard Hughes Medical Institute Sanders, SJ (PI) 09/01/2013-05/31/2014

Howard Hughes Medical Institute International Student Research Fellowship

This fellowship program supports outstanding international predoctoral students studying in the United States
Role: Fellow

#124827 R08741 State, MW (PI) 07/01/2008-12/31/2012

Simons Foundation

Simons Simplex Collection Genetic Consortium (SSCGC)

The central aim of this proposal is to pursue a multi-site genome-wide scan of Simons Simplex Collection (SSC)
to identify and confirm sequence and structural variations contributing to Autism. Currently on NCE.

Role: Investigator

M144095 R11154 State (PI) 12/01/2010-12/31/2013

Simons Foundation

Whole Exome Sequencing in Autism Spectrum Disorders

We propose to complete whole-exome sequencing on 400 trios from the Simons Simplex Collection (SSC),
focusing on the detection of sequence and structural variation with particular emphasis on de novo mutations.
Role: Investigator




