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Executive Summary

e Bioinformatics, Computational Biology, and Data Science leader with 15 years of
experience in translational research, clinical studies, and product development.

e Specialized in multi-omics data analysis, biomarker discovery, NGS and non-NGS
pipelines, and Al/ML applications in precision medicine.

e Experienced in leading cross-functional teams and collaborating with pharma,
biotech, and academia.

e Providing bioinformatics and data analysis consulting services via archerzbio.com.

Professional Experience

Self-Employed Consultant | ArcherzBio | Foster City, CA | 2024-Present

* Provide consulting services in bioinformatics method development and scientific data
analysis for translational and clinical studies.

Serimmune Inc. | Associate Director / Sr. Manager, Bioinformatics and Data Science | 2019-
2024

¢ Led 30+ antibody biomarker discovery projects across infectious disease, autoimmune
disorders, cancer, and vaccines.

* Led epitope profiling for Moderna COVID-19 vaccine and Long COVID studies.

« Built scalable pipelines and data warehouse on Google Cloud.

» Contributed to multiple high-impact publications (Nature, Frontiers in Immunology,
Clinical Cancer Research, Communications Biology, etc).

[llumina Inc. | Manager / Scientist, Bioinformatics | 2014-2019

* Bioinformatics lead for BaseSpace™ Cohort Analyzer and Correlation Engine integrating
genomics, transcriptomics, proteomics, and clinical data.

e Migrated pipelines to AWS, reducing costs and improving scalability.

» Validated BaseSpace™ Variant Interpreter from pre-alpha to beta release.

NextBio Inc. (Acquired by Illumina Inc.) | Bioinformatics Scientist | 2012-2013

» Developed pipelines for gene expression, CNV, methylation, and GWAS datasets.

« Standardized and normalized large-scale drug response and GWAS data for translational
research.



University of Cincinnati / Cincinnati Children’s Hospital | Graduate Research Assistant |
2007-2012

» Knowledge discovery and pattern recognition in multi-omics molecular data.
e Molecular network analysis and biomarker discovery.

Education

Stanford Graduate School of Business | LEAD Corporate Innovation & Leadership (2025)
University of Cincinnati | Ph.D. Computer Science & Engineering (2012)

Huazhong University of Science & Technology | B.E. Electronics & Information Engineering
(2006)
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Bioinformatics. 11:466.
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transcriptional networks controlling surfactant homeostasis. BMC Genomics. 11:451.
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Role of mitochondrial genome in hypertension. Eur ] Hum Genet. 17(11):1501-1506.
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Book Chapters

Zhang M, Deng ], Tan L, Chen Y, Lu LJ. (2012). Network Analysis in Translational
Research. In: Pediatric Biomedical Informatics. Springer.
Zhang M, Deng ], Fang C, Zhang X, Lu LJ. (2010). Molecular network analysis and
applications. In: Knowledge-Based Bioinformatics. Wiley.

Conference Proceedings

Zhang M, Fang CV, Xu Y, Bhatnagar RK, Lu LJ. (2010). An integrative scoring approach to
identify transcriptional regulations controlling lung surfactant homeostasis. IEEE ICDM
Workshops:787-792.

Fang CV, Zhang M, Ralescu AL, Lu L]. (2010). Curve Profiling Feature: novel compact
representation for Drosophila embryonic gene expression pattern mining. [IEEE ICDM
Workshops:695-702.

Encyclopedia Entries

Zhang M, Lu LJ. (2013). Biological applications of network modules. In: Encyclopedia of
Systems Biology. Springer.

Zhang M, Lu LJ. (2013). Modules in networks: algorithms and methods. In: Encyclopedia
of Systems Biology. Springer.
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Systems Biology. Springer.
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Springer.
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Lu L], Zhang M. (2013). Interactome. In: Encyclopedia of Systems Biology. Springer.
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