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Intergrated Transcription Factor Platform

RRID:SCR_008119
Type: Tool

Proper Citation

Intergrated Transcription Factor Platform (RRID:SCR_008119)

Resource Information

URL: http://itfp.biosino.org/itfp/

Proper Citation: Intergrated Transcription Factor Platform (RRID:SCR_008119)

Description: ITFP is an integrated transcription factor (TF) platform, which included
abundant TFs and targets message of mammalian. Support vector machine (SVM)
algorithm combined with error-correcting output coding (ECOC) algorithm was utilized to
identify and classify transcription factor from protein sequence of Human, Mouse and Rat.
For transcription factor targets, a reverse engineering method named ARACNE was used
to derive potential interaction pairs between transcription factor and downstream regulated
gene from Human, Mouse and Rat gene expression profile data. Detailed information of
gene expression profile data can be found in help page. Moreover, all data provided by the
platform is free for non-commercial users and can be downloaded through links on help

page.
Synonyms: ITFP
Resource Type: database, data or information resource

Keywords: expression, gene, human, message, mouse, protein, rat, sequence, target,
transcription factor

Resource Name: Intergrated Transcription Factor Platform
Resource ID: SCR_008119

Alternate IDs: nif-0000-20862

Record Creation Time: 20220129T080245+0000

Record Last Update: 20260725T191152+0000

Ratings and Alerts
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No rating or validation information has been found for Intergrated Transcription Factor
Platform.

No alerts have been found for Intergrated Transcription Factor Platform.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 25 mentions in open access literature.
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