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TC-CFAR Viral Pathogenesis Core Genomics

e Spatial Transcriptomics

* Through TC-CFAR funding, we have developed PET-CT-Guided
Spatial Transcriptomics of SIV Tissue Reservoirs.

* Viral Genomics

* TC-CFAR offers HIV-1 long-read deep sequencing that makes

feasible HIV single-genome, linkage-preserving, whole-genome

xThird * Coast *x CFAR *
sequencing in a more cost-effective, labor-feasible way. :

CENTER FOR AIDS RESEARCH
IN CHICAGO

e Data Analysis

* The Data Insight Group (DIG) provides consultation, navigation,
training, and collaborative services to help biomedical

researchers in the areas of Genomics, Molecular Evolution, and
Bioinformatics.
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Spatial Transcriptomics
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The reservoir is everywhere (and now we can find it!)
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PET-CT-Guided Spatial Transcriptomics
of SIV Tissue Reservoirs
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Cluster associated with areas of infected cells

Budding and maturation of HIV virion
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Spatial Transcriptomics associated to virus
detection
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Long-read deep sequencing
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HIV-1 Quasispecies reconstruction

Population size may affect the
evolutionary outcome
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Viral Dynamics associated to reservoirs
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Associations between viral dynamics and
spatial transcriptomics

Possible association between viral
diversification and innate immunity
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Molecular Networks and drug
resistance in Nigeria
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HIV-1 Recombination Detection

Abecasis, A., Vandamme, AM. (2015) Encyclopedia of AIDS.
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Collaborations through Data Analysis

DIG Consultation

« single-cell sequencing adaptations

« latency model —-OMICs D

* Next Generation Sequencing . 03\‘:
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Transcriptomics and single-cell analysis to

study HIV-1 brain infection
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Core Leadership Core Staff
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Core Director
Thomas Hope PhD
Professor of Cell and Developmental
Biology, McCormick School of
Engineering and Obstetrics and

Gynecology LTI
Northwestern University Laboratory Manager Laboratory Technician

Mike McRaven, MSL Amanda Care
Co-Director

Richard T D'Aquila, MD
Professor of Medicine (Infectious
Diseases)

Northwestern University

Research Technologist Core Manager
Hannah Hudson MS Angel Avina MS, MPH

Data Insight Group

Co-Investigator

Judd F Hultquist PhD

Assistant Professor of Medicine
(Infectious Diseases) and
Microbiology-Immunology
Northwestern University
Focus: Systems biol/CRISPR

Co-Investigator

Ramon Lorenzo Redondo PhD
Assistant Professor of Medicine
(Infectious Diseases)
Northwestern University

Focus: Omics analysis & Spatial
Transcriptomics
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