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Resource Information

URL: http://insitu.fruitfly.org/cgi-bin/ex/insitu.pl

Proper Citation: Patterns of Gene Expression in Drosophila Embryogenesis 
(RRID:SCR_002868)

Description: Database of embryonic expression patterns using a high throughput RNA in 
situ hybridization of the protein-coding genes identified in the Drosophila melanogaster 
genome with images and controlled vocabulary annotations. At the end of production 
pipeline gene expression patterns are documented by taking a large number of digital 
images of individual embryos. The quality and identity of the captured image data are verified 
by independently derived microarray time-course analysis of gene expression using 
Affymetrix GeneChip technology. Gene expression patterns are annotated with controlled 
vocabulary for developmental anatomy of Drosophila embryogenesis. Image, microarray and 
annotation data are stored in a modified version of Gene Ontology database and the entire 
dataset is available on the web in browsable and searchable form or MySQL dump can be 
downloaded. So far, they have examined expression of 7507 genes and documented them 
with 111184 digital photographs.

Abbreviations: BDGP insitu

Synonyms: BDGP Embryonic Expression Patterns

Resource Type: database, data or information resource, software resource, image 
collection, source code

Defining Citation: PMID:17645804, PMID:12537577

Keywords: embryo, embryogenesis, gene, anatomy, microarray, pattern, protocol, rna, gene 
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Ratings and Alerts

No rating or validation information has been found for Patterns of Gene Expression in 
Drosophila Embryogenesis.

No alerts have been found for Patterns of Gene Expression in Drosophila Embryogenesis.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 47 mentions in open access literature.
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