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Genovo

RRID:SCR_011911
Type: Tool

Proper Citation

Genovo (RRID:SCR_011911)

Resource Information

URL.: http://cs.stanford.edu/group/genovo/

Proper Citation: Genovo (RRID:SCR_011911)

Description: Software for a novel de novo sequence assembler that discovers likely
seqguence reconstructions under the model.

Abbreviations: Genovo

Synonyms: Genovo - Metagenomic de novo Sequencing
Resource Type: software resource

Resource Name: Genovo

Resource ID: SCR_011911

Alternate IDs: OMICS_ 01422

Record Creation Time: 20220129T080307+0000

Record Last Update: 20260725T190727+0000

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

No alerts have been found for Genovo.

Data and Source Information

Source: SciCrunch Registry



https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_011911/resolver
http://cs.stanford.edu/group/genovo/
https://scicrunch.org/sawg/rin/sources/SCR_005400

Usage and Citation Metrics
We found 227 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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Biotechnology research international, 2015, 121735.
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one, 9(1), e84922.

Syam N, et al. (2014) Glycosylation of TRPM4 and TRPM5 channels: molecular
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bright field cell segmentation. BMC bioinformatics, 15, 32.
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exerting opposite effects on MCU activity. Molecular cell, 53(5), 726.

Challis C, et al. (2014) Optogenetic modulation of descending prefrontocortical inputs to
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Xiong TC, et al. (2014) Imaging long distance propagating calcium signals in intact plant
leaves with the BRET-based GFP-aequorin reporter. Frontiers in plant science, 5, 43.
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mutually exclusive? Patient safety in surgery, 8(1), 17.

Liu Z, et al. (2014) Changes in topological organization of functional PET brain network
with normal aging. PloS one, 9(2), €88690.
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Ng OH, et al. (2014) Deregulated WNT signaling in childhood T-cell acute lymphoblastic
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frequency radar based on complex-valued fast sequential homotopy. Sensors (Basel,
Switzerland), 14(5), 8283.

Zhao C, et al. (2014) Recombinase-mediated reprogramming and dystrophin gene
addition in mdx mouse induced pluripotent stem cells. PloS one, 9(4), €96279.

Herbst A, et al. (2014) Comprehensive analysis of ?-catenin target genes in colorectal
carcinoma cell lines with deregulated Wnt/?-catenin signaling. BMC genomics, 15, 74.

Karimova M, et al. (2013) Vika/vox, a novel efficient and specific Cre/loxP-like site-specific
recombination system. Nucleic acids research, 41(2), e37.
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variation that predates human-neandertal divergence. PL0oS genetics, 9(4), €1003404.




