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SISSRs

RRID:SCR_010866
Type: Tool

Proper Citation

SISSRs (RRID:SCR_010866)

Resource Information

URL: http://sissrs.rajajothi.com/

Proper Citation: SISSRs (RRID:SCR_010866)

Description: Anl algorithm for precise identification of binding sites from short reads
generated from ChIP-Seq experiments.

Abbreviations: SISSRs
Synonyms: Site ldentification from Short Sequence Reads
Resource Type: software resource

Defining Citation: PMID:18684996, PMID:22130889

Keywords: perl, bio.tools

Resource Name: SISSRs

Resource ID: SCR_010866

Alternate IDs: biotools:sissrs, OMICS 00463
Alternate URLSs: https://bio.tools/sissrs

Record Creation Time: 20220129T080301+0000

Record Last Update: 20260725T190706+0000

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

No alerts have been found for SISSRs.



https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/RRID:SCR_010866/resolver
http://sissrs.rajajothi.com/
https://pubmed.ncbi.nlm.nih.gov/18684996
https://pubmed.ncbi.nlm.nih.gov/22130889

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 16 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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Wang A, et al. (2015) Systematically dissecting the global mechanism of miRNA functions
in mouse pluripotent stem cells. BMC genomics, 16(1), 490.
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in ChlP-Seq data. Biology direct, 9, 4.
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