
Optimized Visualization

Statistical Results

Advanced and comprehesive statistical results have been provided 
within every samples, including read count distribution, clustering 
(leiden) results, differential expression genes, ect.  

Optimized front-end technique for high-resolution 
visualization of celluar level segmentation; 
detailed shape and genetic information for cells.
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Disease States

Healthy: 165 (67.07%)

Recovery: 12 (4.88%)

Colorectal Cancer: 11 (4.47%)
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Comprehesive analysis, from quality control to 
further spatial gene analysis, like DEG calling,
neighboring enrichment assessment.
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Cell Segmentation

Histological Image Segmentation Cluster

The image-based cell or nucleus segmentation was 
performed first, followed by clustering and further 
analysis based on gene expression.

Basic Visualization
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Clustering and visualization based on gene 
expression were conducted, along with a variety of 
features such as gene expression retrieval and 
manual annotation.

Dataset from three sequencing platform were 
collected, standardized, and manually orga-
nized.

User-friendly online analysis 
module integrated with Cirro;
Users can annotate, change 
resolution of clustering, 
identifying marker genes by 
simple clicking.  

Benchmark panel for sequencing 
plantforms with variable resolution;
We provided a reference for choosing
the proper sequencing method based 
on the comprison of sequencing depth, 
gene numbers, dropout rate, ect. 

Online Analysis
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With the development of sequencing method of 
high resolution spatial transcriptomics (ST), 
current out-dated database designed for multi-cell 
ST data could not take the tasks for storage, 
visualization, and online analysis of sub-cellular 
or cellular level ST slices.

https://labw.org
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