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Proper Citation

phantompeakqualtools (RRID:SCR_005331)

Resource Information

URL.: https://code.google.com/p/phantompeakqualtools/

Proper Citation: phantompeakqualtools (RRID:SCR_005331)

Description: Software package that computes quick but highly informative enrichment and
guality measures for ChlP-seq/DNase-seq/FAIRE-seq/MNase-seq data. It can also be used
to obtain robust estimates of the predominant fragment length or characteristic tag shift
values in these assays.

Abbreviations: phantompeakqualtools

Synonyms: phantompeakqualtools - Computes quick but highly informative enrichment and
guality measures and fragment lengths for ChiP-seqg/DNase-seq/FAIRE-seg/MNase-seq
data

Resource Type: software resource

Keywords: chip-seq, dnase-seq, faire-seq, mnase-seq, dataquality, enrichment,
phantompeak, cross-correlation, spppeakcaller, chipseq, dnaseseq, fairseq, mnaseseq,
bio.tools

Funding:
Availability: MIT License
Resource Name: phantompeakqualtools

Resource ID: SCR_005331



https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_005331/resolver
https://code.google.com/p/phantompeakqualtools/

Alternate IDs: biotools:phantompeakqgualtools, OMICS_ 00431
Alternate URLSs: https://bio.tools/phantompeakqualtools
Record Creation Time: 20220129T080229+0000

Record Last Update: 20250214T183037+0000

Ratings and Alerts

No rating or validation information has been found for phantompeakqualtools.

No alerts have been found for phantompeakqualtools.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 79 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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