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LASTZ

RRID:SCR_018556
Type: Tool

Proper Citation

LASTZ (RRID:SCR_018556)

Resource Information

URL.: http://www.bx.psu.edu/miller lab/disttREADME.lastz-1.02.00/README.lastz-
1.02.00a.html#install

Proper Citation: LASTZ (RRID:SCR_018556)

Description: Software package for sequence alignment. Pairwise aligner for aligning DNA
seqguences. Designed to handle sequences size of human chromosomes and from different
species. Useful for sequences produced by NGS sequencing technologies.

Resource Type: data processing software, alignment software, software application,
software resource, software toolkit, image analysis software

Keywords: Sequence, sequence alignment, pairwise aligner, DNA sequence alingning,
human chromosome, Next Generation Sequencing technology data

Funding:

Availability: Free, Available for download, Freely available

Resource Name: LASTZ

Resource ID: SCR_018556

Alternate URLSs: http://www.bx.psu.edu/~rsharris/lastz/, https://github.com/lastz/lastz
License: MIT License

Record Creation Time: 20220129T080340+0000

Record Last Update: 20250418T055535+0000
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Ratings and Alerts
No rating or validation information has been found for LASTZ.

No alerts have been found for LASTZ.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 32 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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Yang T, et al. (2024) A telomere-to-telomere gap-free reference genome assembly of
avocado provides useful resources for identifying genes related to fatty acid biosynthesis and
disease resistance. Horticulture research, 11(7), uhael19.

Li G, et al. (2024) Comparative analysis of chloroplast and mitochondrial genomes of sweet
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