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Type: Tool

Proper Citation

PASA (RRID:SCR_014656)

Resource Information

URL.: http://pasapipeline.github.io/

Proper Citation: PASA (RRID:SCR_014656)

Description: Gene structure annotation and analysis tool that uses spliced alignments of

expressed transcript sequences to automatically model gene structures. It also incorporates
gene structures based on transcript alignments into existing gene structure annotations. It is
one component of a larger eukayotic annotation pipeline implemented at the Broad Institute.

Synonyms: Program to Assemble Spliced Alignments (PASA), Program to Assemble
Spliced Alignments

Resource Type: data processing software, sequence analysis software, software resource,
data analysis software, software application

Defining Citation: DOI:10.1093/nar/gkg770

Keywords: gene structure, annotation, gene structure analysis tool, spliced alignment,
transcript sequence, bio.tools

Funding:

Availability: Available for download
Resource Name: PASA

Resource ID: SCR_014656

Alternate IDs: biotools:PASA



https://rrid.site
https://rrid.site/data/record/nlx_144509-1/SCR_014656/resolver
http://pasapipeline.github.io/
https://dx.doi.org/10.1093/nar/gkg770

Alternate URLSs: https://bio.tools/PASA
Record Creation Time: 20220129T080321+0000

Record Last Update: 20250428T053830+0000

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

No alerts have been found for PASA.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 772 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID.
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Yang Y, et al. (2025) Chromosome-level genome assembly of the sweet potato rot nematode
Ditylenchus destructor. Scientific data, 12(1), 174.

Ma C, et al. (2025) Chromosome-level Genome Assembly and Annotation of the Arctic Moss
Ptychostomum knowltonii. Genome biology and evolution, 17(1).

Tenger-Trolander A, et al. (2025) Genomic Resources for the Scuttle Fly Megaselia abdita: A
Model Organism for Comparative Developmental Studies in Flies. bioRxiv : the preprint
server for biology.

Clancy SM, et al. (2025) The Calicophoron daubneyi genome provides new insight into
mechanisms of feeding, eggshell synthesis and parasite-microbe interactions. BMC biology,
23(1), 11.

Chudhary A, et al. (2025) Characterization of chemosensory genes in the subterranean pest
Gryllotalpa Orientalis based on genome assembly and transcriptome comparison. BMC
genomics, 26(1), 33.

Krawczyk K, et al. (2025) Chromosome-scale telomere to telomere genome assembly of
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Kariba R, et al. (2025) Draft genome sequence of Kei apple, an underutilized African tree
crop. Scientific data, 12(1), 70.
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arabica var. Geisha, a high-quality coffee variety from the primary origin of coffee. G3
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reveal evolution, genomic footprints in Asian icefish, Protosalanx chinensis. GigaScience, 14.
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Ding R, et al. (2025) Chromosome-Level Genome Assembly and Whole-Genome
Resequencing Revealed Contrasting Population Genetic Differentiation of Black Bream
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