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Proper Citation

NSW BioNet (RRID:SCR_019162)

Resource Information

URL: http://www.bionet.nsw.gov.au/

Proper Citation: NSW BioNet (RRID:SCR_019162)

Description: Repository for biodiversity data products managed by Department of
Planning, Industry and Environment, New South Wales, Australia. It stores species
sightings, systematic surveys, threatened biodiversity records and species names.

Synonyms: New South Wales BioNet

Resource Type: data or information resource, data repository, portal, storage service
resource, service resource

Keywords: Species sightings, systematic surveys, threatened biodiversity records,
species names, data

Availability: Restricted

Resource Name: NSW BioNet

Resource ID: SCR_019162

Record Creation Time: 20220129T080343+0000

Record Last Update: 20260806T054710+0000

Ratings and Alerts

No rating or validation information has been found for NSW BioNet.

No alerts have been found for NSW BioNet.

Data and Source Information

https://rrid.site
https://rrid.site/data/record/nlx_144509-1/RRID:SCR_019162/resolver
http://www.bionet.nsw.gov.au/


Source: SciCrunch Registry

Usage and Citation Metrics

We found 33 mentions in open access literature.

Listed below are recent publications. The full list is available at RRID .
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5593.
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communications, 14(1), 1602.
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letters, 16(1), 301.
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Zhang Y, et al. (2017) Bioinformatics analysis of transcription profiling of solid
pseudopapillary neoplasm of the pancreas. Molecular medicine reports, 16(2), 1635.

Wanichthanarak K, et al. (2017) Metabox: A Toolbox for Metabolomic Data Analysis,
Interpretation and Integrative Exploration. PloS one, 12(1), e0171046.

Jones AV, et al. (2017) GWAS of self-reported mosquito bite size, itch intensity and
attractiveness to mosquitoes implicates immune-related predisposition loci. Human
molecular genetics, 26(7), 1391.

Li J, et al. (2016) Identification of rifampin-regulated functional modules and related
microRNAs in human hepatocytes based on the protein interaction network. BMC
genomics, 17 Suppl 7(Suppl 7), 517.

Long J, et al. (2016) Identification of genes and pathways associated with pancreatic
ductal adenocarcinoma by bioinformatics analyses. Oncology letters, 11(2), 1391.

Choi J, et al. (2016) Network Analysis of Genome-Wide Selective Constraint Reveals a
Gene Network Active in Early Fetal Brain Intolerant of Mutation. PLoS genetics, 12(6),
e1006121.

Shen LI, et al. (2016) Identification of genes and signaling pathways associated with
squamous cell carcinoma by bioinformatics analysis. Oncology letters, 11(2), 1382.


