
Advancements in single cell capturing and individual library construction techniques, combined with high-throughput 
sequencing, have revolutionized gene expression studies on a cell-by-cell basis. This approach allows for a 
comprehensive analysis of complex cell populations, avoiding the masking of heterogeneity that occurs when 
taking the average of all cells. In cases where certain cells cannot be processed into single-cell suspensions, nucleus 
extraction from tissues and single-nuclei suspension preparation for single-cell sequencing is necessary. 
BMKGENE offers the 10× Genomics Chromium    based single-nuclei RNA sequencing service, which is widely utilized 
in scientific research, like immune cell differentiation, tumor heterogeneity, and tissue development. 
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Unlimited cell diameter

Single-nuclei Single-cell
Cell diameter: 10-40 μm

Frozen tissue acceptable Fresh tissue preferred

Low stress of frozen cells Enzyme treatment may cause cell stress reaction

No red blood cells need to be removed Red blood cells need to be removed

mRNA in single-nuclei mRNA in Single cell

Cell sub-population identificationGene expression heatmapt-SNE cell clustering

Service Advantages

10× Genomics 
snRNA-seq

10× Genomics 
Illumina PE150

100,000 reads/cell approx. 
100-200 Gb

PlatformLibrary Data Volume

Animal: ≥ 200 mg     Plant: ≥ 400 mg

Tissue

Sample RequirementsService Specifications

Demo Results
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Application

* Frozen samples (due to unavailability of fresh tissue) 
* Large cells like Muscle cells, Megakaryocytes, and 
   adipose tissues 
* Fragile tissues difficult to dissociate, such as Liver

* Tissues that may alter gene expression profiles, like Neuronal cells 
   and Brain
* Tissues rich in endogenous enzymes impacting single cell suspension 
   production, such as Pancreas and Thyroid

How to Choose? Single-nuclei VS Single-cell


