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Proper Citation

Bis-SNP (RRID:SCR_005439)

Resource Information

URL: http://epigenome.usc.edu/publicationdata/bissnp2011/

Proper Citation: Bis-SNP (RRID:SCR_005439)

Description: A software package based on the Genome Analysis Toolkit (GATK) map-
reduce framework for genotyping and accurate DNA methylation calling in bisulfite treated
massively parallel sequencing (Bisulfite-seq, NOMe-seq, RRBS and any other bisulfite
treated sequencing) with Illumina directional library protocol. It contains the following key
features: * Call and summarize methylation of any cytosine context provided (CpG, CHH,
CHG, GCH et.al.); * Work for single end and paired-end data; * Accurtae variant detection.
Enable base quality recalibration and indel calling in bisulfite sequencing; * Based on Java
map-reduce framework, allow multi-thread computing. Cross-platform; * Allow multiple
output format, detailed VCF files, CpG haplotype reads file for mono-allelic methylation
analysis, simplified bedGraph, wig and bed format for visualization in UCSC genome
broswer and IGV browser. BisSNP uses bayesian inference with locus specific
methylation probabilities and bisulfite conversion rate of different cytosine context(not only
CpG, CHH, CHG in Bisulfite-seq, but also GCH et.al. in other bisulfite treated sequencing)
to determine genotypes and methylation levels simultaneously., THIS RESOURCE IS NO
LONGER IN SERVICE. Documented on September 16,2025.

Abbreviations: Bis-SNP

Synonyms: Bis-SNP - A bisulfite space genotyper & methylation caller, Bis-SNP - A
bisulfite space genotyper and methylation caller

Resource Type: software resource

Defining Citation: PMID:22784381

Keywords: bio.tools

Availability: THIS RESOURCE IS NO LONGER IN SERVICE
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Resource Name: Bis-SNP

Resource ID: SCR_005439

Alternate IDs: biotools:bis-snp, OMICS_00591

Alternate URLs: https://bio.tools/bis-snp

Record Creation Time: 20220129T080230+0000

Record Last Update: 20260725T190604+0000

Ratings and Alerts

No rating or validation information has been found for Bis-SNP.

No alerts have been found for Bis-SNP.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 50 mentions in open access literature.

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