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Database of Transcribed Sequences

RRID:SCR_002334
Type: Tool

Proper Citation

Database of Transcribed Sequences (RRID:SCR_002334)

Resource Information

URL: http://www.allgenes.org/

Proper Citation: Database of Transcribed Sequences (RRID:SCR_002334)

Description: DoTS (Database Of Transcribed Sequences) is a human and mouse
transcript index created from all publicly available transcript sequences. The input
seqguences are clustered and assembled to form the DoTS Consensus Transcripts that
comprise the index. These transcripts are assigned stable identifiers of the form
DT.123456 (and are often referred to as dots). The transcripts are in turn clustered to form
putative DoTS Genes. These are assigned stable identifiers of the form DG.1234356. As
of September 1, 2004, the DoTS annotation team has manually annotated 43,164 human
and 78,054 mouse DoTS Transcripts (DTs), corresponding to 3,939 human and 7,752
mouse DoTS Genes (DGs). Use the manually annotated gene query to see the DoTS
Transcripts that have been manually annotated. The focus of the DoTS project is
integrating the various types of data (e.g., EST sequences, genomic sequence,
expression data, functional annotation) in a structured manner which facilitates
sophisticated queries that are otherwise not easy to perform. DoTS is built on the GUS
Platform which includes a relational database that uses controlled vocabularies and
ontologies to ensure that biologically meaningful queries can be posed in a uniform
fashion. An easy way to start using the site is to search for DOTS Transcripts using an
existing cDNA or mRNA sequence. Click on the BLAST tab at the top of the page and
enter your sequence in the form provided. All the transcripts with significant sequence
similarity to your query sequence will be displayed. Or use one of the provided queries to
retrieve transcripts using a number of criteria. These queries are listed on the query page,
which can also be reached by clicking on the tab marked query at the top of the page.
Finally, the boolean query page allows these queries to be combined in a variety of ways.
Sponsors: Funding provided by -NIH grant RO1-HG-01539-03 -DOE grant DE-FGO02-
00ER62893

Synonyms: DoTs

Resource Type: data or information resource, database
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Keywords: expression, functional, gene, annotation, biological, cdna, genomic, human,
index, model organisms and comparative genomics databases, mouse, mrna, sequence,
structure, transcribed, transcript

Resource Name: Database of Transcribed Sequences
Resource ID: SCR_002334

Alternate IDs: nif-0000-21125

Record Creation Time: 20220129T080212+0000

Record Last Update: 20260729T044024+0000

Ratings and Alerts

No rating or validation information has been found for Database of Transcribed
Sequences.

No alerts have been found for Database of Transcribed Sequences.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 15 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET .
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