
CURRICULUM VITAE 
PERSONAL STATEMENT 
I am a computational biologist with extensive experience in genetics and analyses of omics data, and I am the PI of this application 
focused on developing methods/tools coupled with high-throughput functional assays for improved variant classification. I am a 
part of the NHGRI’s Baylor College of Medicine Genomics Research to Elucidate the Genetics of Rare Diseases Program (BCM-
GREGoR) as a PI of the UTHealth School of Public Health (UTSPH) subaward. My Ph.D. studies in the laboratory of Dr. Barton 
performed an epigenetic profiling to examine the function of a very well-studied tumor suppressor p53 in normal proliferating 
liver cells and a potent oncogene Myc in association with Gcn5 during somatic cell programming in mice. During my postdoctoral 
fellowship with Dr. Lupski, I worked extensively with the data we propose to analyze from the Baylor College of Medicine: 
Genomics Research to Elucidate the Genetics of Rare diseases (BCM-GREGoR), spearheading a wide variety of 
projects that  improved understanding of the relationship between gene function and human phenotypes and fascinating yet 
understudied genetic mechanisms of disease in Mendelian disease biology through development of computational algorithms, 
tools and analytical frameworks. These include development of a nonsense-mediated decay (NMD) escape intolerance score metric 
to rank genes based on their depletion of protein truncating variants (PTVs) within the gene region predicted to escape NMD in 
control databases that would render them to cause potential dominant disease traits through potential dominant-negative or gain-
of-function (GoF) effects. Collectively, I have been at the forefront of Mendelian genetics and genomics for the last 1- years and 
carried this role forward as an Assistant Professor of Epidemiology in the UTHealth School of Public Health (UTSPH).   
 
My lab is currently developing novel predictive models and computational tools to examine the prevalence of transcripts present 
with NMD-escape alleles that are associated with a wide range of human phenotypes due to production of defective proteins. To 
achieve this, I spearheaded collaborations with investigators at the UTHSC and other institutes all over the world to identify NMD 
escape alleles associated with diverse human phenotypes including Mendelian and complex disease traits and congenital heart 
defects. The extension of this proposed approach to the dataset available from the NHLBI’s Trans-Omics Precision Medicine 
(TOPMed) program and Simons Foundation Autism Reseach Initiative (SFARI) to characterize the impact of predicted NMD-
escape alleles on quantitative hematological and hemostatic traits and neurodevelopmental disorders were awarded. We are also 
working on benchmarking those NMD escape alleles’ computational predictions with both molecular validations (Dr. Sujatha 
Jagannathan). I am highly committed to mentoring the next generation of scientists including mentoring my own graduate students 
and postdoctoral scholar and serving in the thesis committees of five graduate students from the Baylor College of Medicine, 
UTHealth McGovern Medical School and University of Pittsburg. Last three summers, I also lectured a course for graduate 
students introductory for statistical methods and software for analyzing measured genetic variation in human studies. I am also 
currently teaching an introductory course in epidemiology.  
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impact of NMD-escape PTVs (putative GoF alleles) on quantitative hematological and hemostatic traits in the 
setting of the TOPMed Hematology and Hemostasis (H&H) Working Group 

1X01HL148621-01 
Brown (PI), Role: Co-Investigator 05/2020 –
12/2023 
“Transcriptome and Whole Genome analysis of HIPS samples: A prospectivecohort study of previously untreated 
patients with hemophilia A during their first 50 exposures to rFVIII” 
The goal of this project is to characterize changes in immune cell gene expression during the first 50 exposure days, 
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between NMD-triggering and NMD-escape) using whole genome sequencing (WGS) combined with RNA-
Sequencing (RNA-Seq) data from the Simons Simplex Collection dataset. Additionally, the project aims to evaluate 
the impact of NMD-escape PTVs (potential gain-of-function alleles) on autism spectrum disorder. 
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D. Abstracts Presented Based on Posters or Oral Presentations 
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American Society of Human Genetics Conference 2022 
Escape from Nonsense-Mediated Decay: Annotation of Transcripts with Protein Truncating Variants. 
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When are (LOF) mutations not LOF mutations? 
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When are predicted loss-of-function (LOF) mutations not LOF mutations? 
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