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Proper Citation

SeqTrace (RRID:SCR_005580)

Resource Information

URL.: http://code.google.com/p/seqtrace/

Proper Citation: SeqTrace (RRID:SCR_005580)

Description: A software application for viewing and processing DNA sequencing
chromatograms (trace files) that makes it easy to quickly generate high-quality finished
seqguences from a large number of trace files. SeqTrace can automatically identify, align,
and compute consensus sequences from matching forward and reverse traces, filter low-
guality base calls, and perform end trimming of finished sequences. The finished DNA
seguences can then be exported to common sequence file formats, such as FASTA.
SeqTrace also includes a full-featured trace file viewer and editor. You can view your
sequencing chromatograms at a variety of scales and zoom levels, simultaneously view
matching forward and reverse traces, edit the called bases, and export individual DNA
sequences as well as forward/reverse alignments. SeqTrace supports popular trace file
formats, including ABIF, SCF, and ZTR.

Abbreviations: SeqTrace

Synonyms: Seqtrace - User-friendly software for viewing and processing DNA
sequencing trace files

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

Defining Citation: PMID:22942788

Keywords: dna sequencing trace file, dna sequencing, trace file, trace, python, gtk,
chromatogram, graphic, sequence analysis, bio.tools

Availability: GNU General Public License, v3
Resource Name: SeqTrace

Resource ID: SCR_005580
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Alternate IDs: OMICS 01021, biotools:seqtrace
Alternate URLSs: https://bio.tools/seqtrace
Record Creation Time: 20220129T080231+0000

Record Last Update: 20260727T040402+0000

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

No alerts have been found for SeqTrace.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 62 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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