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Pythia

RRID:SCR_004952
Type: Tool

Proper Citation

Pythia (RRID:SCR_004952)

Resource Information

URL: http://pythia.sourceforge.net/

Proper Citation: Pythia (RRID:SCR_004952)

Description: Pythia is an open source thermodynamically oriented primer design python
module. Pythia can be used in two ways. 1. Executable binaries only: under windows with
cygwin and python 2.5 (built with mingw, that comes with the cygwin release). These
executables allow the user to index DNA files for primer specificity search, design one
primer pair per region, and tile regions with PCR amplicons. 2. A python module: under
windows with cygwin, python2.5, numpy, swig, and mingw, or under linux with python2.4
or later, numpy, and swig (everything but numpy should be pre-installed on a normal linux
system). The module gets you everything that the binaries get you, in a more pythonic
framework. This package also includes modules for computing DNA binding and folding
energies using the partition function approach with publicly available thermodynamic data.
Usage documentation is in the downloads.

Resource Type: software resource

Defining Citation: PMID:19528077

Resource Name: Pythia

Resource ID: SCR_004952

Alternate IDs: nlx_91969

Record Creation Time: 20220129T080227+0000

Record Last Update: 20260725T190556+0000

Ratings and Alerts

No rating or validation information has been found for Pythia.



https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/RRID:SCR_004952/resolver
http://pythia.sourceforge.net/
https://pubmed.ncbi.nlm.nih.gov/19528077

No alerts have been found for Pythia.

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 nidm-terms .
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