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Proper Citation

scvi-tools (RRID:SCR_026673)

Resource Information

URL: https://scvi-tools.org/

Proper Citation: scvi-tools (RRID:SCR_026673)

Description: Software Python library for deep probabilistic analysis of single-cell and
spatial omics data. Used for probabilistic modeling and analysis of single-cell omics data,
built on top of PyTorch and AnnData.

Synonyms: single-cell variational inference tools

Resource Type: software application, data analysis software, source code, software
resource, data processing software, software library, software toolkit

Defining Citation: PMID:35132262

Keywords: probabilistic analysis, single-cell omics data, spatial omics data,

Funding: NIGMS R35GM124916;
Chan-Zuckerberg Foundation ;
NHGRI T32HG000047

Availability: Free, Available for download, Freely available
Resource Name: scvi-tools

Resource ID: SCR_026673

Alternate URLSs: https://github.com/scverse/scvi-tools
License: BSD-3-Clause

Record Creation Time: 20250328T060315+0000

Record Last Update: 20260729T044644+0000



https://scicrunch.org/precise-tbi
https://scicrunch.org/precise-tbi/data/record/nlx_144509-1/RRID:SCR_026673/resolver
https://scvi-tools.org/
https://pubmed.ncbi.nlm.nih.gov/35132262

Ratings and Alerts
No rating or validation information has been found for scvi-tools.

No alerts have been found for scvi-tools.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 31 mentions in open access literature.

Listed below are recent publications. The full list is available at PRECISE-TBI .
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12(1), 264.

Chen M, et al. (2025) SMOPCA: spatially aware dimension reduction integrating multi-
omics improves the efficiency of spatial domain detection. Genome biology, 26(1), 135.

Siegel SJ, et al. (2025) Graft-versus-host disease prophylaxis shapes T cell biology and
immune reconstitution after hematopoietic cell transplant. medRXxiv : the preprint server for
health sciences.

Nadig A, et al. (2025) Consequences of training data composition for deep learning
models in single-cell biology. bioRxiv : the preprint server for biology.

Furudate K, et al. (2025) Spatial colocalization and molecular crosstalk of myofibroblastic
CAFs and tumor cells shape lymph node metastasis in oral squamous cell carcinoma.
PLoOS genetics, 21(9), e1011791.

Liu Z, et al. (2025) Viral-Track integrated single-cell RNA-sequencing reveals HBV
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