Loupe browser



Install the loupe browser

Currently using 9.0.0

https://www.10xgenomics.com/support/software/loupe-browser/downloads



Download the required files

Development: [ atac_fragment.isv.gz , cloupe file ]
Development data link: gdrive link


http://.tsv.gz
https://drive.google.com/drive/folders/1oeRrdP-dah2YZJnJFiMO53bg3L1fd96N?usp=drive_link

® 0 Loupe Browser 9.0.0

10 3¢ cenomics

Now available: Loupe dataset aggregation in 10x Genomics Cloud Analysis
This new pipeline runs community developed algorithms SCTransform and
Harmony for cross-experiment normalization, batch correction, and dataset
integration. To get started, upload Loupe files to a Cloud Analysis project and
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Visium Image Alignment

Align your CytAssist Image or manually
align fiducials for Space Ranger.

Launch Visium Image Alignment

© 2025 10x Genomics 2. Find your Cloupe file

kdrt_development_e3_e7.cloupe
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To view violin plots of one or more features' expression distribution:
PCs2 a0 - 1. From the “Clusters” tab, select a group. This specifies the groups to
PCs3 oam) e compare gene expression distributions between (x-axis).
2. From the “Features” tab, select the feature(s) or feature group to display
& PCsé 27os - gene expression distribution for (y-axis).
PCs5 (1728) ey 3. (Optional) Change the “Scale value® for different UMI count visualization
' options.
4. View the violin plots of the selected feature(s) for the selected group in
() seurat-annotation-per-stage this panel
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loupe_projection ~ el No Split

;{. Search genes/features ~

Clusters
@ Genes of Interest
Feu%re: gn.- exploring gene/feature’
expression, you can either search
a specific gene/feature, or upload a
€© CSV file containing the features

you're din.
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3. Click on the ‘Features’ Tab

4. Add all the Genes of interest

Feature Comparison Output | Expression/Accessibility Distribution % Feature Linkage

Vialin Plots

+ Create a new feature list 4

To view violin plots of one or more features' expression distribution:

1. From the “Clusters” tab, select a group. This specifies the groups to
compare gene expression distributions between (x-axis).

2. From the “Features” tab, select the feature(s) or feature group to display
gene expression distribution for (y-axis).

3. (Optional) Change the "Scale value® for different UMI count visualization
options.

4. View the violin plots of the selected feature(s) for the selected group in
this panel.
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Differentially Expressed features
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3. Run the Feature Comparison

To perform an analysis to identify differentially expressed/accessible features:
1. From the “Clusters” tab, select the clusters that you wish to analyze.
2. Click on the “Run Feature Comparison” button at the bottom and choose
how you want to compare the results.
3. View the output in this panel.

+ Create a new group

Run Feature Comparison
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4. Choose the following options_,

Feature Comparison Settings x

Compare all seleted clusters in seurat-stage:
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5. Click on ‘Start analysis’

Ta perform an analysis to identify differentially expressed/accessible features:
1. From the “Clusters” tab, select the clusters that you wish to analyze.
2. Click on the “Run Feature Comparison® button at the bottom and choose
how you want to compare the results.
3. View the output in this panel.



|7

Feature Comparison Settings X

Compare all seleted clusters in seurat-stage:

[ |To entire dataset A ]

To entire dataset
Find features that are differentially expressed/accessible in the
selected cluster(s) against the entire dataset.

Between selected cluster(s) themselves
Find features that are differentially expressed/accessible
between the selected cluster(s).

i -

Across multiple samples

For the selected cell types, find features that are differentially
expressed between samples in two experimental conditions
using a pseudo-bulk calculation. Only applicable if the file
contains multiple samples, and only gene expression data will be
used in the calculation.

While the analysis runs, you
can also review that there are
also other options
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