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Anndata

RRID:SCR_018209
Type: Tool

Proper Citation

Anndata (RRID:SCR_018209)

Resource Information

URL.: https://github.com/theislab/anndata

Proper Citation: Anndata (RRID:SCR_018209)

Description: Software tool that provides scalable way of keeping track of data and learned
annotations. Initially built for Scanpy. Used as generic class for handling annotated data
matrices. Stores data matrix with annotations of observations (samples, cells) and variables
(features, genes), and unstructured annotations.

Synonyms: Annotated data
Resource Type: data management software, software resource, software application

Defining Citation: PMID:29409532

Keywords: Data tracking, annotated data matrice, store data matrix, annotation of
observation, annotation of variable, unstructured annotation, sparse data,

Funding: Helmholtz Postdoc Programme ;
German Research Foundation

Resource Name: Anndata
Resource ID: SCR_018209
Alternate URLSs: https://sources.debian.org/src/python3-anndata/

License: BSD 3-Clause "New" or "Revised" License



https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_018209/resolver
https://github.com/theislab/anndata
https://pubmed.ncbi.nlm.nih.gov/29409532

Record Creation Time: 20220129T080339+0000

Record Last Update: 20250424T065539+0000

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

No alerts have been found for Anndata.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 16 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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Wang W, et al. (2024) Single-cell analysis of tumor microenvironment and cell adhesion
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models and experimental medicine, 7(5), 617.
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Bioinformatics advances, 4(1), vbad181.
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