
Welcome to the glia portal, to get started…
1. Select the data set you want to analyze

2. Click “Load data”

The data will take 5-10 seconds to load depending on the data set



Here is the main page of the results

Project summary

The data visualization area that consists of:
- Overview as in single-nuclei atlas
- Scatter plots area
- Violin plots area
- Dot plots area
- Heatmap area

All these areas are interactive (!) and support 
multi-gene display



The atlas visualization is interactive

2. Overlay the cursor 
at any time to 

show more information1. You can select any region of the 
atlas and it will be automatically 

magnified



Visualizing specific gene expression

1. Type in the gene name and
select the right one, more than 

one gene can be input.

2. Navigate to “Scatterplot” in the data visualization area 
and click “Plot/Refresh”

4. Download the high-resolution 
figure by clicking the camera button 
when moving cursor on plots

3. Overlay cursor to see what cell type is 
expressing the gene, e.g. Prx in mSCs at 
expression 4.34 for that nuclei



Creating violin plots for specific genes

1. Type in the genes that you 
are interested

2. Navigate to “Violin” in the data visualization area and 
click “Plot/Refresh”

3. Overlay cursor 
to see the 
distribution of 
gene expression, 
e.g Scn7a, mean 
3.14, Q1 1.94, Q3 
3.86



Both Dotplot and heatmap can be created similarly

All plots are interactive and can have the expression value displayed with cursor on top!

You can pick either “Top 10” or “Top 
30” option to include the DE genes 
for dotplot and heatmap!



Remark

• The largest data set – sciatic nerve atlas may take up to 10-15 seconds to 
visualize, it involves real-time analysis and graph generation for over 20k+ 
nuclei

• The 12 single-nuclei and single-cell RNA-seq libraries, together with 5 
processed data using Seurat v3.2.3 (RDS files) for single-cell and single 
nuclei atlases, has been deposited onto the GEO repository under the 
reference series ID GSE182099. The single-nuclei and single-cell RNA-seq 
data can be obtained through GSE182098.

• If you have further questions, please email Aldrin Yim (yim@wustl.edu) for 
support

mailto:yim@wustl.edu

