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RRID:SCR_023150
Type: Tool

Proper Citation

AmpliconArchitect (RRID:SCR_023150)

Resource Information

URL.: https://github.com/virajbdeshpande/AmpliconArchitect

Proper Citation: AmpliconArchitect (RRID:SCR_023150)

Description: Software package designed to call circular DNA from short read WGS
data.Used to identify one or more connected genomic regions which have simultaneous
copy number amplification and elucidates architecture of amplicon.Used to reconstruct
structure of focally amplified regions using whole genome sequencing and validate it
extensively on multiple simulated and real datasets, across wide range of coverage and
copy numbers.

Resource Type: software toolkit, software resource

Defining Citation: DOI:10.1038/s41467-018-08200-y

Keywords: call circular DNA, short read WGS data, connected genomic regions
identification, simultaneous copy number amplification, amplicon

Funding: NIGMS R01GM114362;
NHGRI HG010149;
NSF NSF-DBI-1458557

Resource Name: AmpliconArchitect
Resource ID: SCR_023150
Record Creation Time: 20230118T050205+0000

Record Last Update: 20260729T044552+0000

Ratings and Alerts

No rating or validation information has been found for AmpliconArchitect.



https://scicrunch.org/T1D
https://scicrunch.org/T1D/data/record/nlx_144509-1/SCR_023150/resolver
https://github.com/virajbdeshpande/AmpliconArchitect
https://dx.doi.org/10.1038/s41467-018-08200-y

No alerts have been found for AmpliconArchitect.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 42 mentions in open access literature.
Listed below are recent publications. The full list is available at T1D .
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cancer. Nature genetics, 56(8), 1689.
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193.
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