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Outline

• Overview of DAVID 
o Introduction and history of DAVID
o The importance of DAVID for scientific community
o Introduction of DAVID tools

• Demo
oDAVID tools
oDAVID API
oDAVID Webservice

DAVID Web Address: https://davidbioinformatics.nih.gov/ 

https://davidbioinformatics.nih.gov/


What is DAVID?
The Database for Annotation, Visualization and Integrated Discovery 

(DAVID ) bioinformatics resources consists of an integrated biological 

knowledgebase and analytic tools aimed at systematically extracting 

biological meaning from large gene/protein lists thereby providing 

investigators with the ability to gain an in-depth understanding of the 

biological themes that are enriched in genome-scale studies.

DAVID Web Address: https://davidbioinformatics.nih.gov/ 

https://davidbioinformatics.nih.gov/
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DAVID 2.1 alpha
 Feb. 2005

Expanded DAVID tools, optimized and 

expanded databases
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DAVID 2008 April. 2008   5.0

New annotation categories added, New 

gene ID added

https://davidbioinformatics.nih.gov/content.jsp?file=release.html 
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gene list ID
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11 major version update
Quarterly knowledgebase update 
since Jan. 2020

https://davidbioinformatics.nih.gov/content.jsp?file=release.html


Citation of DAVID

Data acquired: 03/21/2024

https://scholar.google.com/citations?user=6mBdAXAAAAAJ&hl=en&a
uthuser=1 

DAVID Google Scholar

https://scholar.google.com/citations?user=6mBdAXAAAAAJ&hl=en&authuser=1
https://scholar.google.com/citations?user=6mBdAXAAAAAJ&hl=en&authuser=1
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Outline 

•  Overview of DAVID 
o Introduction and history of DAVID
o The importance of DAVID for scientific community and for NIH/NIH-sponsored 

research
o Introduction of DAVID tools

• Demo
oDAVID tools
oDAVID Webservice
oDAVID API

DAVID Web Address: https://davidbioinformatics.nih.gov/ 

https://davidbioinformatics.nih.gov/


Start DAVID Analysis

DAVID Web Address: https://davidbioinformatics.nih.gov/ 

https://davidbioinformatics.nih.gov/
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Gene List Uploaded 
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Gene ID Conversion



Gene ID Conversion
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Functional Classification Annotation Summary



Functional Classification Annotation Summary



Visualizing Gene in the Pathway



Functional Classification Annotation Summary



Functional Classification Annotation Summary
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Function Annotation Table Results



Go Term Information
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Functional  Annotation Chart Results



Gene List for a Term in Functional  Annotation Chart



Functional Annotation Clustering



Functional Annotation Tool



Functional Annotation Clustering Tool



Functional Annotation Clustering Tool



Functional Annotation Clustering Tool



Functional Annotation Clustering Tool
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Gene Functional Classification Tool



Gene Functional Classification Tool



Gene Functional Classification Tool



Gene Functional Classification Tool



DAVID API
DAVID API allows other bioinformatics web sites to directly link to DAVID tools and functions ONLY for light-duty jobs 
(i.e. a gene list with no more than 400 genes). https://davidbioinformatics.nih.gov/content.jsp?file=DAVID_API.html
• DAVID API is not for high-throughput or large gene list jobs, such as a job for a gene list with more than 500 genes or trying to loop 

through multiple gene lists. These types of uses should use the DAVID Webservice.
• The URL has a character size limitation and therefore a very large gene list may not be completely passed in the GET call. 

Exampls API Calls:
Functional Annotation Summary Page: https://davidbioinformatics.nih.gov/api.jsp?type=ENTREZ_GENE_ID&ids=2919,6347,6348,6364&tool=summary 

Functional Annotation Chart:
https://davidbioinformatics.nih.gov/api.jsp?type=ENTREZ_GENE_ID&ids=2919,6347,6348,6364&tool=chartReport&annot=GOTERM_BP_FAT,GOTERM_CC_FAT,GOTERM_MF_FAT,INTERPRO,PI
R_SUPERFAMILY,SMART,BBID,BIOCARTA,KEGG_PATHWAY,COG_ONTOLOGY,SP_PIR_KEYWORDS,UP_SEQ_FEATURE,GENETIC_ASSOCIATION_DB_DISEASE,OMIM_DISEASE 

Functional Annotation Table:
https://davidbioinformatics.nih.gov/api.jsp?type=ENTREZ_GENE_ID&ids=2919,6347,6348,6364&tool=annotationReport&annot=GOTERM_BP_FAT,GOTERM_CC_FAT,GOTERM_MF_FAT,INTERP
RO,PIR_SUPERFAMILY,SMART,BBID,BIOCARTA,KEGG_PATHWAY,COG_ONTOLOGY,SP_PIR_KEYWORDS,UP_SEQ_FEATURE,GENETIC_ASSOCIATION_DB_DISEASE,OMIM_DISEASE

Functional Annotation Clustering:
https://davidbioinformatics.nih.gov/api.jsp?type=ENTREZ_GENE_ID&ids=2919,6347,6348,6364&tool=term2term&annot=GOTERM_BP_FAT,GOTERM_CC_FAT,GOTERM_MF_FAT,INTERPRO,PIR
_SUPERFAMILY,SMART,BBID,BIOCARTA,KEGG_PATHWAY,COG_ONTOLOGY,SP_PIR_KEYWORDS,UP_SEQ_FEATURE,GENETIC_ASSOCIATION_DB_DISEASE,OMIM_DISEASE

Gene Full Report: https://davidbioinformatics.nih.gov/api.jsp?type=ENTREZ_GENE_ID&ids=2919,6347,6348,6364&tool=geneReportFull

Gene Report: https://davidbioinformatics.nih.gov/api.jsp?type=ENTREZ_GENE_ID&ids=2919,6347,6348,6364&tool=geneReport

Show Gene List Names in Batch: https://davidbioinformatics.nih.gov/api.jsp?type=ENTREZ_GENE_ID&ids=2919,6347,6348,6364&tool=list

Gene Functional Classification: https://davidbioinformatics.nih.gov/api.jsp?type=ENTREZ_GENE_ID&ids=2919,6347,6348,6364,6351&tool=gene2gene

https://davidbioinformatics.nih.gov/content.jsp?file=DAVID_API.html
https://davidbioinformatics.nih.gov/api.jsp?type=ENTREZ_GENE_ID&ids=2919,6347,6348,6364&tool=summary
https://davidbioinformatics.nih.gov/api.jsp?type=ENTREZ_GENE_ID&ids=2919,6347,6348,6364&tool=chartReport&annot=GOTERM_BP_FAT,GOTERM_CC_FAT,GOTERM_MF_FAT,INTERPRO,PIR_SUPERFAMILY,SMART,BBID,BIOCARTA,KEGG_PATHWAY,COG_ONTOLOGY,SP_PIR_KEYWORDS,UP_SEQ_FEATURE,GENETIC_ASSOCIATION_DB_DISEASE,OMIM_DISEASE
https://davidbioinformatics.nih.gov/api.jsp?type=ENTREZ_GENE_ID&ids=2919,6347,6348,6364&tool=chartReport&annot=GOTERM_BP_FAT,GOTERM_CC_FAT,GOTERM_MF_FAT,INTERPRO,PIR_SUPERFAMILY,SMART,BBID,BIOCARTA,KEGG_PATHWAY,COG_ONTOLOGY,SP_PIR_KEYWORDS,UP_SEQ_FEATURE,GENETIC_ASSOCIATION_DB_DISEASE,OMIM_DISEASE
https://davidbioinformatics.nih.gov/api.jsp?type=ENTREZ_GENE_ID&ids=2919,6347,6348,6364&tool=annotationReport&annot=GOTERM_BP_FAT,GOTERM_CC_FAT,GOTERM_MF_FAT,INTERPRO,PIR_SUPERFAMILY,SMART,BBID,BIOCARTA,KEGG_PATHWAY,COG_ONTOLOGY,SP_PIR_KEYWORDS,UP_SEQ_FEATURE,GENETIC_ASSOCIATION_DB_DISEASE,OMIM_DISEASE
https://davidbioinformatics.nih.gov/api.jsp?type=ENTREZ_GENE_ID&ids=2919,6347,6348,6364&tool=annotationReport&annot=GOTERM_BP_FAT,GOTERM_CC_FAT,GOTERM_MF_FAT,INTERPRO,PIR_SUPERFAMILY,SMART,BBID,BIOCARTA,KEGG_PATHWAY,COG_ONTOLOGY,SP_PIR_KEYWORDS,UP_SEQ_FEATURE,GENETIC_ASSOCIATION_DB_DISEASE,OMIM_DISEASE
https://davidbioinformatics.nih.gov/api.jsp?type=ENTREZ_GENE_ID&ids=2919,6347,6348,6364&tool=term2term&annot=GOTERM_BP_FAT,GOTERM_CC_FAT,GOTERM_MF_FAT,INTERPRO,PIR_SUPERFAMILY,SMART,BBID,BIOCARTA,KEGG_PATHWAY,COG_ONTOLOGY,SP_PIR_KEYWORDS,UP_SEQ_FEATURE,GENETIC_ASSOCIATION_DB_DISEASE,OMIM_DISEASE
https://davidbioinformatics.nih.gov/api.jsp?type=ENTREZ_GENE_ID&ids=2919,6347,6348,6364&tool=term2term&annot=GOTERM_BP_FAT,GOTERM_CC_FAT,GOTERM_MF_FAT,INTERPRO,PIR_SUPERFAMILY,SMART,BBID,BIOCARTA,KEGG_PATHWAY,COG_ONTOLOGY,SP_PIR_KEYWORDS,UP_SEQ_FEATURE,GENETIC_ASSOCIATION_DB_DISEASE,OMIM_DISEASE
https://davidbioinformatics.nih.gov/api.jsp?type=ENTREZ_GENE_ID&ids=2919,6347,6348,6364&tool=geneReportFull
https://davidbioinformatics.nih.gov/api.jsp?type=ENTREZ_GENE_ID&ids=2919,6347,6348,6364&tool=geneReport
https://davidbioinformatics.nih.gov/api.jsp?type=ENTREZ_GENE_ID&ids=2919,6347,6348,6364&tool=list
https://davidbioinformatics.nih.gov/api.jsp?type=ENTREZ_GENE_ID&ids=2919,6347,6348,6364,6351&tool=gene2gene


Stateful DAVID web services

SOAP

DAVID
Knowledge

base

ØSimple Object Access Protocol (SOAP), exchanges XML messages between client and the 
Service provider (Java, C, Perl, Python, R, Matlab, etc...)

Xiaoli Jiao, Brad T. Sherman, et al. DAVID-WS: A Stateful Web Service to Facilitate Gene/Protein List Analysis Bioinformatics 2012

Allows users to programmatically (Java, Perl, Python, R, C, etc) interact 
with the DAVID and automate their tasks. 

http://bioinformatics.oxfordjournals.org/content/28/13/1805


https://davidbioinformatics.nih.gov/webservice/services/DAVIDWebService?wsdl

Example Python client for retrieving chart report

getChartReport simpleChartRecord
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