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Decoding Tumor Biology Through Multi-Omics Solutions

Innovation leads to wonders




Genomics is a cornerstone in oncology research, encompasses technologies like whole-genome sequencing,
whole-exome sequencing, etc, enabling the comprehensive detection of genomic variations such as point mutations,
insertions, deletions, copy number variations, and structural variations in tumor cells. These tools play a pivotal
role in identifying driver oncogenes, unraveling tumor heterogeneity, and exploring genetic susceptibility, providing
critical insights into the molecular mechanisms underlying tumorigenesis. BMKGENE has designed the targeted

analysis pipeline for tumor genomic data to meet diverse research needs.
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Decoding Gene Expression Regulation in Spatiotemporal Dimensions
Transcriptomics, a key pillar in oncology omics research, focuses on analyzing the expression and regulation
of RNA molecules (MRNA, LncRNA, Small RNA, CircRNA) in tumors. It helps construct gene expression profiles,
dissect the complexity of the tumor microenvironment by identifying distinct cell subsets, thereby elucidating
the regulatory networks governing tumor progression, invasion, and immune responses. BMKGENE has independently
developed the cutting-edge BMKMANU S3000 spatial transcriptomics technology, which can help analyze the
spatial heterogeneity of tumors at the cellular level.
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Epigenetics The "Regulatory Code" of Non-Mutational Driving Mechanisms

Epigenomics explores the regulatory layers of genome function in tumors through techniques like ChiP-seq,

ATAC-seq, WGBS, and Hi-C. It investigates epigenetic modifications such as DNA methylation, histone modifications,
and chromatin structure, revealing how epigenetic dysregulation—such as abnormal promoter methylation of tumor
suppressor genes or changes in chromatin topology—drives tumorigenesis and shedding light on non-mutational

Chromatin Methylation

mechanisms in tumor development.
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The "Invisible Regulator" of the Tumor Microenvironment

Microbiomics, which focuses on analyzing diverse microbial communities linked to tumors and host tissues,
uses techniques like amplicon, metagenomic, and metatranscriptomic sequencing to characterize microbiota
composition, abundance, and functional potential in the tumor microenvironment and beyond. It clarifies
how microbial polymorphic variations influence tumorigenesis and progression, offering insights into potential
microbial therapeutic targets and biomarkers for predicting tumor behavior and treatment responses.
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Proteomics & Metabolomics
MS-based omics offers a comprehensive functional view of tumor biology through direct analysis of proteins and
small-molecule metabolites. Proteomics profiles protein expression in tumors, identifying abnormally expressed proteins
as potential markers for typing, therapeutic target validation, and regulators of malignant phenotype networks.
Metabolomics explores tumor metabolic reprogramming, linking metabolic, signaling, and epigenetic pathways while
identifying resistance-associated metabolic features—providing new insights for understanding tumor metabolism

and developing metabolic interventions. BMKGENE provides end-to-end services from sample to data analysis.
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About BMKGENE

Founded in 2009 and headquartered in Beijing, Biomarker Technologies (BMKGENE) is a leading global
provider of tumor high throughput sequencing multi-omics solutions. Backed by a professional team
of bioinformaticians and molecular biologists, we have specialized in the multi-omics field for 16 years.
With "integrated multi-omics to decode tumor molecular mechanisms” as our core, we offer end-to-end
services from experimental design to in-depth interpretation for universities, cancer centers, pharmaceutical
companies, and hospitals across more than 50 regions worldwide. We hold over 60 national invention
patents and 200+ software copyrights, and have independently developed tumor-specific analysis
pipelines. To date, we have supported partners in publishing hundreds of high-impact papers in top

journals such as Nature, Cell, and Cancer Cell, etc.
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Multi-Platform Coverage

MGI Illumina PacBio Nanopore AB SCIEX Waters BMKMANU 10X
DNBSEQ T7 NovaSep X Plus  Revio PromethION QTRAP™ 6500+ QTOF S3000 Genomics
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