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Proper Citation

Online Nucleosomes Position Prediction by Genomic Sequence (RRID:SCR_004210)

Resource Information

URL.: http://genie.weizmann.ac.il/software/nucleo_prediction.html

Proper Citation: Online Nucleosomes Position Prediction by Genomic Sequence
(RRID:SCR_004210)

Description: This tool allows you to submit a genomic sequence and to recieve a
prediction of the nucleosomes positions on it, based on the nucleosome-DNA interaction
model that we developed in these papers: * Segal et al., A Genomic Code for Nucleosome
Positioning, Nature 2006 * Field et al., Distinct Modes of Regulation by Chromatin
Encoded through Nucleosome Positioning Signals, PLoS Comp Biol. 2008 * Kaplan et al.,
The DNA-Encoded Nucleosome Organization of a Eukaryotic Genome, Nature 2008 We
recommend using the latest version of the model (Version 3), which is applicable to all
species. Paste in a sequence to analyze or upload file. You can provide multiple
sequences in fasta format (separate sequences by lines starting with ">" followed by the
sequence name). The length of each sequence must be between 147bp and 40kb bp.
Note: Due to boundary effects, we highly recommend that you add at least 5000 bp of
flanking sequence around your sequence of interest. You can generate the nucleosomes
positioning predictions on your own machine using our executable and wrapping Perl
scripts.

Synonyms: Nucleosomes Position Prediction

Resource Type: production service resource, data analysis service, software resource,
service resource, analysis service resource

Defining Citation: PMID:16862119

Resource Name: Online Nucleosomes Position Prediction by Genomic Sequence

Resource ID: SCR_004210
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Alternate IDs: nlx_23258
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Ratings and Alerts

No rating or validation information has been found for Online Nucleosomes Position
Prediction by Genomic Sequence.

No alerts have been found for Online Nucleosomes Position Prediction by Genomic
Sequence.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 14 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID .
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