
Resource Summary Report

Generated by kravitz2 on Jul 31, 2026

SeqMap
RRID:SCR_005495
Type: Tool

Proper Citation

SeqMap (RRID:SCR_005495)

Resource Information

URL: http://www-personal.umich.edu/~jianghui/seqmap/

Proper Citation: SeqMap (RRID:SCR_005495)

Description: A software tool for mapping large amount of oligonucleotide to the genome.
It is designed for finding all the places in a genome where an oligonucleotide could
potentially come from. SeqMap can efficiently map as many as dozens of millions of short
sequences to a genome of several billions of nucleotides. While doing the mapping,
several mutations as well as insertions / deletions of the nucleotide bases in the
sequences can be tolerated and furthermore detected. Various input and output formats
are supported, as well as many command line options for tuning almost every steps in the
mapping process. A typical mapping can be done in a few hours on an ordinary PC.

Abbreviations: SeqMap

Synonyms: SeqMap - A Tool For Mapping Millions Of Short Sequences To The Genome

Resource Type: software resource

Defining Citation: PMID:18697769

Keywords: bio.tools

Availability: Free, Non-commercial, Commercial use requires permission

Resource Name: SeqMap

Resource ID: SCR_005495

Alternate IDs: biotools:seqmap, OMICS_00684

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

Record Creation Time: 20220129T080230+0000
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Record Last Update: 20260725T190605+0000

Ratings and Alerts

No rating or validation information has been found for SeqMap.

No alerts have been found for SeqMap.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 95 mentions in open access literature.

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