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Pychopper

RRID:SCR_018966
Type: Tool

Proper Citation

Pychopper (RRID:SCR_018966)

Resource Information

URL.: https://github.com/nanoporetech/pychopper

Proper Citation: Pychopper (RRID:SCR_018966)

Description: Software tool to identify, orient and trim full length Nanopore cDNA reads.
Able to rescue fused reads.

Synonyms: Pychopper v2
Resource Type: software application, data processing software, software resource

Keywords: cDNA reads, Nanopore cDNA reads, identify reads, orient reads, trim full
length reads, Nanopore reads, rescue fused reads

Availability: Free, Freely available

Resource Name: Pychopper

Resource ID: SCR_018966

Alternate URLSs: https://sources.debian.org/src/python3-pychopper/
License: Mozilla Public License

Record Creation Time: 20220129T080342+0000

Record Last Update: 20260821T043036+0000

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

No alerts have been found for Pychopper.



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_018966/resolver
https://github.com/nanoporetech/pychopper

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 42 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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Levkova M, et al. (2026) A Lightweight Workflow for Targeted Long-Read Transcriptomic
Profiling Using Oxford Nanopore Sequencing. Methods and protocols, 9(3).

Takeuchi T, et al. (2026) Forward genetic screening of mutants of the wild diploid ancestor
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Pang & Chen (Hymenoptera: Trichogrammatidae). Scientific data, 13(1), 138.
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SCPL1A gene family members involved in galloylated catechins biosynthesis. Plant
biotechnology (Tokyo, Japan), 42(4), 389.

Xin H, et al. (2025) Jan and mini-Jan, a model system for potato functional genomics.
Plant biotechnology journal, 23(4), 1243.

Xu J, et al. (2025) Long-read RNA-sequencing reveals transcript-specific regulation in
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Deficiency. International journal of molecular sciences, 25(14).
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changes during neuronal differentiation. Molecular systems biology, 20(7), 767.

Li H, et al. (2024) Allelic variation in the autotetraploid potato: genes involved in starch and
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Zhang Z, et al. (2023) Structure prediction of novel isoforms from uveal melanoma by
AlphaFold. Scientific data, 10(1), 513.




