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NanoFilt

RRID:SCR_016966
Type: Tool

Proper Citation

NanoFilt (RRID:SCR_016966)

Resource Information

URL: https://github.com/wdecoster/nanofilt

Proper Citation: NanoFilt (RRID:SCR_016966)

Description: Software tool written in Python to perform its filtering based on mean read
guality and GC content and read length. Used for filtering and trimming of long read
seqguencing data.

Resource Type: software resource, software application, data processing software
Keywords: filtering, trimming, long, sequencing, data, read

Availability: Free, Available for download, Freely available

Resource Name: NanoFilt

Resource ID: SCR_016966

Alternate URLSs: https://sources.debian.org/src/nanofilt/

License: GNU General Public License v3.0

Record Creation Time: 20220129T080332+0000

Record Last Update: 20260808T190317+0000

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

No alerts have been found for NanoFilt.

Data and Source Information


https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_016966/resolver
https://github.com/wdecoster/nanofilt

Source: SciCrunch Registry

Usage and Citation Metrics

We found 331 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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environmental microbiology, 92(4), e0242525.
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Vatansever C, et al. (2026) Emergence of carbapenem-resistant putative hypervirulent
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Zhou S, et al. (2026) hnRNPM cooperates with BCAS2 to modulate alternative splicing
during oocyte development. Nature communications, 17(1).




