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Proper Citation

NovoAlign (RRID:SCR_014818)

Resource Information

URL: http://www.novocraft.com/products/novoalign/

Proper Citation: NovoAlign (RRID:SCR_014818)

Description: Software tool designed for mapping short reads onto a reference genome
generated from Illumina, Ion Torrent, and 454 NGS platforms. Its features include paired
end alignment, methylation status analysis, automatic base quality calibration, and in built
adapter trimming and base quality trimming.

Resource Type: sequence analysis software, software resource, data analysis software,
data processing software, software application

Keywords: sequence analysis software, short read, map, genome, illumina, ion torrent,
454 ngs

Availability: Commercially available, Trial available by request

Resource Name: NovoAlign

Resource ID: SCR_014818

License: All programs are property and copyright of Novocraft Technologies Sdn Bhd,
Malaysia. You may download and use these programs if you meet one of the following
conditions: You have been given a trial license to use the programs by Novocraft or; You
hold a current paid license from Novocraft, or; Without a license and with some features
disabled if you are a non-profit organisation and use is for your own research or for use by
students as part of their course. A license is required for use where these programs are
part of a service where a third party is billed.

Record Creation Time: 20220129T080322+0000

Record Last Update: 20260807T042825+0000

Ratings and Alerts

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_014818/resolver
http://www.novocraft.com/products/novoalign/


No rating or validation information has been found for NovoAlign.

No alerts have been found for NovoAlign.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 809 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF .
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