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Type: Tool

Proper Citation

Scripture (RRID:SCR_005269)

Resource Information

URL.: http://www.broadinstitute.org/software/scripture/

Proper Citation: Scripture (RRID:SCR_005269)

Description: Software for transcriptome reconstruction that relies solely on RNA-Seq reads
and an assembled genome to build a transcriptome ab initio. The statistical methods to
estimate read coverage significance are also applicable to other sequencing data. Scripture
also has modules for ChlP-Seq peak calling.

Abbreviations: Scripture
Resource Type: software resource

Defining Citation: PMID:20436462

Keywords: transcriptome, rna-seq read, genome sequence, bio.tools
Funding:

Resource Name: Scripture

Resource ID: SCR_005269

Alternate IDs: biotools:scripture, OMICS_01265

Alternate URLSs: https://bio.tools/scripture

Record Creation Time: 20220129T080229+0000

Record Last Update: 20250214T183035+0000
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https://pubmed.ncbi.nlm.nih.gov/20436462

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

No alerts have been found for Scripture.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 11 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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principles of dynamic gene regulation in mammals. Molecular cell, 47(5), 810.




