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EDUCATION 

 Master of Science : Biotechnology and Entrepreneurship 2014 
New York University, New York, NY. 
 
Bachelor of Arts: Biological Sciences (Computational Biology Concentration) 2005 
Cornell University, Ithaca, NY. 
 

TECHNICAL SKILLS 

 Programming: Bash, Java, MATLAB, Perl, PHP, Python, R 
Databases: Microsoft Access, MongoDB, MySQL, PostgreSQL 
NGS data analysis: ABySS, ANNOVAR, bedtools, Bismark, Bowtie, BWA, Canu, CASAVA/bcl2fastq, 
Control-FREEC, CREST, DELLY, DESeq, DEXSeq, DiffBind, FusionCatcher, GATK, LoFreq, MACS, 
methylKit, MuTect, Picard, poretools, QIIME, rMATS, RSEM, samtools, SOAPdenovo, SomaticSniper, 
SPAdes, STAR, TopHat/Cufflinks, Velvet 
 

PROFESSIONAL EXPERIENCE 

 NYU Langone Medical Center, New York, NY. 6/2013 - present 
Senior Bioinformatics Programmer, Genome Technology Center and Applied Bioinformatics Center 
Provided bioinformatics support related to Illumina MiSeq/HiSeq next-generation sequencing as well as 
gene expression microarray and NanoString nCounter technologies. Responsible for monitoring and 
managing projects, identifying and resolving problems that may impact the project results, maintaining 
research software and hardware, and working with departmental leadership on developing and 
implementing data management policies. Created and operated the pipelines for processing DNA-Seq 
(somatic and germline SNVs, indels, structural variants, de novo assembly), RNA-Seq (differential 
expression, alternative splicing, gene fusions), and ChIP-Seq (peak calling, differential binding) data. 
Trained new bioinformaticians. Assisted GTC users with interpreting the results and performed custom 
additional analysis to address specific project needs. 
 
Memorial Sloan Kettering Cancer Center, New York, NY. 10/2007 - 6/2013 
Bioinformatics Engineer III, Geoffrey Beene Translational Oncology Core Facility 
Senior Bioinformatician, Geoffrey Beene Translational Oncology Core Facility 
Bioinformatician Technician, Geoffrey Beene Translational Oncology Core Facility 
Provided bioinformatics support relating to the genomics-based approaches utilized by the core, 
primarily for high-throughput PCR, Sanger and next-generation sequencing (Illumina MiSeq/HiSeq), and 
mutation detection. Participated in the establishment, management, and maintenance of the relational 
database for projects, sequencing quality data, biological samples, primers, mutations, and other data. 
Performed quality analysis of the generated sequencing data and developed solutions for enhancing 
future performance. Operated the pipeline for genomic data processing, variant detection, and genomic 
consequence calculation. Also directly and indirectly assisted the core users in analyzing biomedical 
data and addressing scientific problems with computational techniques and tools. 
 
Weill Cornell Medical College , New York, NY. 9/2005 - 9/2007 
Research Technician II, Laboratory of Dr. Ronald Crystal, Dept. of Genetic Medicine 
Research Technician I, Laboratory of Dr. Ronald Crystal, Dept. of Genetic Medicine 
Worked on uncovering the genetic basis of various pulmonary disorders. My primary responsibility was 
analysis of gene expression microarray data using established methods as well as investigation of 
additional analytical tools. The process entailed sample management, array image quality assessment, 
statistical analysis of the expression data, and annotation retrieval from biological databases. Also 
involved in training other researchers on the use of analysis software, working with genotyping/SNP 
data, and performing real-time RT-PCR. 
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The mutational landscape of adenoid cystic carcinoma. 
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Nature Genetics, 2013, 45(7): 791-798. 
 
Prognostic Relevance of Integrated Genetic Profiling in Acute Myeloid Leukemia. 
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