
Resource Summary Report

Generated by dkNET on Apr 23, 2025

BiQ Analyzer: A Software Tool for DNA Methylation 
Analysis
RRID:SCR_008423
Type: Tool

Proper Citation
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Resource Information

URL: http://biq-analyzer.bioinf.mpi-sb.mpg.de

Proper Citation: BiQ Analyzer: A Software Tool for DNA Methylation Analysis 
(RRID:SCR_008423)

Description: BiQ Analyzer is a software tool for easy visualization and quality control of 
DNA methylation data from bisulfite sequencing. Highlights: - End-to-end support of the 
analysis process: from raw sequence files to a comprehensive documentation and 
visualization. - Automatically generate publication-quality lollipop diagrams (show example.) - 
Integrated 1-click multiple sequence alignment. - Automated CpG highlighting- never spend 
your time highlighting CpGs by hand anymore. - Open electropherogram files to check for 
sequencing problems (requires an electropherogram viewer such as Chromas LITE.) - 
Generate MethDB-compatible DNA methylation files for database submission. - Factor 5 
speedup of sequence analysis while at the same time achieving better data quality. Intended 
users: - Anyone who works with DNA methylation data from bisulfite sequencing. - 
Occasional users as well as experts (the former will benefit from the help that the program 
gives in order to achieve a good quality management whereas the latter will save hours and 
days of tedious work.) Sponsors: This resource is supported by the Max Planck Institute. 
Keywords: Software, Visualization, DNA, Methylation, Data, Bisulfite, Sequencing, 
Electropherogram, Analysis,

Synonyms: BiQ

Resource Type: software application, data processing software, data visualization software, 
data analysis software, software resource
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Ratings and Alerts

No rating or validation information has been found for BiQ Analyzer: A Software Tool for 
DNA Methylation Analysis.

No alerts have been found for BiQ Analyzer: A Software Tool for DNA Methylation Analysis.

Data and Source Information

Source:  SciCrunch Registry 
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