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Proper Citation

PolyPhred (RRID:SCR_002337)

Resource Information

URL: http://droog.gs.washington.edu/polyphred/

Proper Citation: PolyPhred (RRID:SCR_002337)

Description: Software program that compares fluorescence-based sequences across
traces obtained from different individuals to identify heterozygous sites for single
nucleotide substitutions. Its functions are integrated with the use of three other programs:
Phred (Brent Ewing and Phil Green), Phrap (Phil Green), and Consed (David Gordon and
Phil Green). PolyPhred identifies potential heterozygotes using the base calls and peak
information provided by Phred and the sequence alignments provided by Phrap. Potential
heterozygotes identified by PolyPhred are marked for rapid inspection using the Consed
tool.

Abbreviations: PolyPhred

Resource Type: software resource

Defining Citation: PMID:17115056, PMID:16493422, PMID:9207020

Keywords: windows, sequence, nucleotide substitution, heterozygote, polymorphic,
genotype, single nucleotide polymorphism, fluorescence, single nucleotide substitution,
polymorphism, insertion, deletion, indel, bio.tools

Availability: Free for academic use, Commercial use requires a license

Resource Name: PolyPhred

Resource ID: SCR_002337

Alternate IDs: biotools:polyphred, OMICS_01815

Alternate URLs: https://bio.tools/polyphred

Record Creation Time: 20220129T080212+0000
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https://scicrunch.org/kravitz2/data/record/nlx_144509-1/RRID:SCR_002337/resolver
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Record Last Update: 20260725T190521+0000

Ratings and Alerts

No rating or validation information has been found for PolyPhred.

No alerts have been found for PolyPhred.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 123 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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