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Proper Citation

ShoRAH (RRID:SCR_005211)

Resource Information

URL.: http://www.bsse.ethz.ch/cbg/software/shorah

Proper Citation: ShoRAH (RRID:SCR_005211)

Description: A software package that allows for inference about the structure of a
population from a set of short sequence reads as obtained from ultra-deep sequencing of a
mixed sample. The package contains programs that support mapping of reads to a reference
genome, correcting sequencing errors by locally clustering reads in small windows of the
alignment, reconstructing a minimal set of global haplotypes that explain the reads, and
estimating the frequencies of the inferred haplotypes.

Abbreviations: ShoRAH

Synonyms: Short Reads Assembly into Haplotypes, ShoRAH - Short Reads Assembly into
Haplotypes

Resource Type: software resource

Defining Citation: PMID:21521499

Keywords: linux, mac os x, windows, next-generation sequencing, c++, python, perl,
structure, population, short sequence read, haplotype, bio.tools

Funding:
Availability: GNU General Public License, v3

Resource Name: ShoRAH



https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_005211/resolver
http://www.bsse.ethz.ch/cbg/software/shorah
https://pubmed.ncbi.nlm.nih.gov/21521499

Resource ID: SCR_005211

Alternate IDs: biotools:shorah, OMICS 00231
Alternate URLSs: https://bio.tools/shorah

Record Creation Time: 20220129T080229+0000

Record Last Update: 20250410T065236+0000

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

No alerts have been found for ShoRAH.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 33 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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