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Btrim

RRID:SCR_011836
Type: Tool

Proper Citation

Btrim (RRID:SCR_011836)

Resource Information

URL.: http://graphics.med.yale.edu/trim/

Proper Citation: Btrim (RRID:SCR_011836)

Description: A fast and lightweight software to trim adapters and low quality regions in
reads from ultra high-throughput next-generation sequencing machines.

Abbreviations: Btrim
Resource Type: software resource

Defining Citation: PMID:21651976

Keywords: bio.tools

Funding:

Resource Name: Btrim

Resource ID: SCR_011836

Alternate IDs: biotools:btrim, OMICS 01083
Alternate URLSs: https://bio.tools/btrim

Record Creation Time: 20220129T080307+0000

Record Last Update: 20250420T014600+0000

Ratings and Alerts


https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_011836/resolver
http://graphics.med.yale.edu/trim/
https://pubmed.ncbi.nlm.nih.gov/21651976

No rating or validation information has been found for Btrim.

No alerts have been found for Btrim.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 82 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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Wang J, et al. (2024) Transcriptome and Weighted Gene Co-Expression Network Analysis
for Feather Follicle Density in a Chinese Indigenous Breed. Animals : an open access journal
from MDPI, 14(1).

Wang J, et al. (2024) Identification of key modules and hub genes involved in regulating the
feather follicle development of Wannan chickens using WGCNA. Poultry science, 103(8),
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Xiong Z, et al. (2024) The influence of temperature and river runoff on phytoplankton
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oncology, 151, 106717.
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systems. Frontiers in immunology, 15, 1388769.
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