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Resource Information

URL: http://www.theseed.org/DinsdaleSupplementalMaterial/

Proper Citation: Metagenomes Used in The Statistical Analysis (RRID:SCR_008483)

Description: his table shows the metadata and links to sources of the data and citations
associated with the publicly available metagenome sequences used in the Dinsdale,
Edwards, et al., analysis of 87 different metagenomes. The links will take you to the
annotated sequences in the metagenomics SEED, CAMERA, and the NCBI Short Read
Archve. Please note that all metagenomes are currently available to download via the ftp
links, some are available in the meta-RAST, and other links will be added as soon as they
become available. Citations for individual metagenomes will also be added as and when
they become available. DNA sequences for all metagenomes are avaialble via anonymous
FTP. Sponsor. This project was supported by the Gordon and Betty Moore Foundation
Marine Microbial Initiative, National Science Foundation grants (F.R. and D.L.V.), a
Department of Commerce ATP grant (F.R.), a National Research Initiative Competitive
Grant from the USDA Cooperative State Research, Education and Extension Service
(B.W.), the National Institute of Allergy and Infectious Diseases, the National Institutes of
Health and the Department of Health and Human Services (R.S.).

Synonyms: Metagenomes

Resource Type: software resource

Resource Name: Metagenomes Used in The Statistical Analysis

Resource ID: SCR_008483

Alternate IDs: nif-0000-30453

Record Creation Time: 20220129T080247+0000

Record Last Update: 20260725T190652+0000

Ratings and Alerts

https://scicrunch.org/T1D
https://scicrunch.org/T1D/data/record/nlx_144509-1/SCR_008483/resolver
http://www.theseed.org/DinsdaleSupplementalMaterial/


No rating or validation information has been found for Metagenomes Used in The
Statistical Analysis.

No alerts have been found for Metagenomes Used in The Statistical Analysis.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 1743 mentions in open access literature.

Listed below are recent publications. The full list is available at T1D .
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Hedžet S, et al. (2021) Novel Siphoviridae Bacteriophages Infecting Bacteroides uniformis
Contain Diversity Generating Retroelement. Microorganisms, 9(5).

Rapp JZ, et al. (2021) Divergent Genomic Adaptations in the Microbiomes of Arctic
Subzero Sea-Ice and Cryopeg Brines. Frontiers in microbiology, 12, 701186.
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Sequencing in Pediatric Gut Microbiomes. Frontiers in microbiology, 12, 670336.
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microbiome. Nature communications, 12(1), 3076.
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Cyanobacteria. Frontiers in genetics, 11, 568223.
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Interactions in Arctic Snow? Frontiers in microbiology, 10, 2492.


