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Allen Institute Mouse Whole Cortex and
Hippocampus SMART-seq

RRID:SCR_019013
Type: Tool

Proper Citation

Allen Institute Mouse Whole Cortex and Hippocampus SMART-seq (RRID:SCR_019013)

Resource Information

URL.: https://portal.brain-map.org/atlases-and-data/rnaseg/mouse-whole-cortex-and-
hippocampus-smart-seq

Proper Citation: Allen Institute Mouse Whole Cortex and Hippocampus SMART-seq
(RRID:SCR_019013)

Description: Collection of data set including single cell?transcriptomes?from multiple
cortical areas and hippocampal formation. Samples were collected from dissections of
brain regions from? 8 week old?male and female mice, primarily from pan GABAergic, pan
glutamatergic, and pan neuronal transgenic lines, with addition of more specific transgenic
lines and some retrogradely labeled cells in VISp and ALM.

Synonyms: Mouse Whole Cortex and Hippocampus SMART-seq
Resource Type: data or information resource, spatially referenced dataset, atlas

Keywords: Data collection, single cell transcriptomes, multiple cortical area, hippocampal
formation, eight week old mice brain sample, pan GABAergic line, pan glutamatergic line,
pan neuronal transgenic line

Availability: Free, Freely available

Resource Name: Allen Institute Mouse Whole Cortex and Hippocampus SMART-seq
Resource ID: SCR_019013

Record Creation Time: 20220129T080343+0000

Record Last Update: 20260815T182933+0000

Ratings and Alerts
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No rating or validation information has been found for Allen Institute Mouse Whole Cortex
and Hippocampus SMART-seq.

No alerts have been found for Allen Institute Mouse Whole Cortex and Hippocampus
SMART-seq.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 19 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET .
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