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MAFFT

RRID:SCR_011811
Type: Tool

Proper Citation

MAFFT (RRID:SCR_011811)

Resource Information

URL: http://mafft.cbrc.jp/alignment/server/

Proper Citation: MAFFT (RRID:SCR_011811)

Description: Software package as multiple alignment program for amino acid or
nucleotide sequences. Can align up to 500 sequences or maximum file size of 1 MB. First
version of MAFFT used algorithm based on progressive alignment, in which sequences
were clustered with help of Fast Fourier Transform. Subsequent versions have added
other algorithms and modes of operation, including options for faster alignment of large
numbers of sequences, higher accuracy alignments, alignment of non-coding RNA
sequences, and addition of new sequences to existing alignments.

Abbreviations: MAFFT

Synonyms: Multiple Alignment using Fast Fourier Transform, MAFFT version 5, MAFFT
version 7

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

Defining Citation: PMID:12136088, PMID:17118958, PMID:16362903, PMID:15661851,
PMID:18439255, PMID:23023983, DOI:10.1093/bib/bbn013

Keywords: alignment, amino acid, nucleotide, sequence, DNA, sequence alignment,
bio.tools

Funding: EMBL ;

Ministry of Education ;

Culture ;

Sports ;

Science and Technology of Japan

Resource Name: MAFFT
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Resource ID: SCR_011811
Alternate IDs: biotools:MAFFT, OMICS_00979

Alternate URLSs: https://www.ebi.ac.uk/Tools/msa/mafft/, https://www.genome.jp/tools-
bin/mafft, https://myhits.isb-sib.ch/cgi-bin/mafft, https://bio.tools/MAFFT,
https://sources.debian.org/src/mafft/

License: BSD
Record Creation Time: 20220129T080306+0000

Record Last Update: 20260808T185954+0000

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

No alerts have been found for MAFFT.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 24687 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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114658.

Daniel K, et al. (2026) Pre-existing neutralizing antibodies against cattle-transmitted
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carcinoma. Cell reports, 45(6), 117470.
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Mao C, et al. (2026) Chromosome-level genome assembly and transcriptomes of the leaf
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genomes. Current biology : CB, 36(6), 1481.
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Li SH, et al. (2026) Childhood immunological imprinting of cross-subtype antibodies
targeting the hemagglutinin head domain of influenza viruses. Cell host & microbe, 34(5),
873.

Black JJ, et al. (2026) The Legionella pneumophila effector SidL is an adenylyltransferase
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