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Transcriptomics Explorer

RRID:SCR_017567
Type: Tool

Proper Citation

Transcriptomics Explorer (RRID:SCR_017567)

Resource Information

URL.: https://portal.brain-map.org/atlases-and-data/rnaseq

Proper Citation: Transcriptomics Explorer (RRID:SCR_017567)

Description: Software tool to visualize and analyze transcriptomics data and transcriptomic
cell types for mouse and human, all directly in web browser. To explore gene expression
heatmap across cell types in datasets, search for genes of interest, explore tSNE
visualization, colored by cell types or expression of genes of interest, visualize dataset’s
sampling strategy to see how cells and nuclei were sampled across brain areas, cortical
layer, and other dimensions, find cell type of interest in one visualization and see its
characteristics in different visualization.Used for Allen Brain Map Cell Types Database to
Browse Data: Human - Multiple Cortical Areas, and Mouse - Cortex and Hippocampus.

Resource Type: data processing software, data analysis software, service resource, data
visualization software, software resource, software application

Keywords: Visualize, analyze, transcriptomic, data, cell, type, mouse, human, Allen,
database, multiple, cortical, area, cortex, hippocampus

Funding:

Availability: Free, Freely available
Resource Name: Transcriptomics Explorer
Resource ID: SCR_017567

Alternate URLSs: https://celltypes.brain-map.org/rnaseq/human/cortex, https://celltypes.brain-
map.org/rnaseg/mouse/cortex-and-hippocampus,



https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_017567/resolver
https://portal.brain-map.org/atlases-and-data/rnaseq

Record Creation Time: 20220129T080335+0000

Record Last Update: 20250426T060631+0000

Ratings and Alerts
No rating or validation information has been found for Transcriptomics Explorer.

No alerts have been found for Transcriptomics Explorer.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 73 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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