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

(DAVID ) bioinformatics resources consist 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/


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

11 major version updates
Quarterly Knowledgebase 
updates since Jan. 2021

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


DAVID Citations

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

DAVID Google Scholar

September 22, 2025

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

• Applications
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/


Start DAVID Analysis

DAVID Web Address: https://davidbioinformatics.nih.gov/ 
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Submit Gene List

Copy and Paste
Upload file

BA
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After the list of genes are copied and pasted (A.1) or gene list file is 
chosen and processed (B.1), Users will be presented available 
taxonomy for the genes to select(A.2, B.2). Then the gene list can be 
uploaded to the system (A.3, B.3). 
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a b Gene list upload 
side bar (b) can be 
expanded/collapsed 
by the list button 
(a).



Submit Background List

Copy and Paste
Upload file

BA
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After the list of Background genes is copied and pasted (A.1) or gene 
list file is chosen and processed (B.1), Users will be presented 
available taxonomy for the genes to select(A.2, B.2). Then the gene 
list can be uploaded to the system (A.3, B.3). 

a

Background gene list can be 
submitted to system after gene list is 
submitted.
Background gene list upload side bar 
(b) can be expanded/collapsed by the 
list button (a).
Background can be uploaded (1, A, B) 
or chosen from the list of built-in 
array backgrounds (2).2

b
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Gene List Report



Ready for Analysis
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Gene List Report

See the annotation in next slide
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Gene List Report (annotation)
1. Current Gene List & Population
     Displays the active gene list and selected species or background population.
2. Help and Switch to Classic Version
     Link to this help page and provides access to the legacy Gene List Report interface.
3. Search and Record Count
    The search box filters table results in real time. The record count indicates total entries and the number of DAVID genes 
    mapped.
4. Export Options
    Results can be exported using Copy, Excel, CSV, or PDF. Exports reflect the current filtered and sorted view.
5. User ID
     User uploaded gene ID name.
6. Sortable Columns
     Click any column header to sort by User ID, Expression Value, DAVID Gene Name, Related Genes (RG), or Species.
7. Value
     User uploaded expression value. (Optional)
8. Gene Name
    Click the gene name link to explore the full gene report. For more information, see the Gene Report documentation page.
9. Related Genes (RG)
    Click the RG link to explore functionally related genes associated with each entry. For more information, see the Related 
Genes documentation page.
10. Species
     Click the Species link to go to NCBI taxonomy entry.

file://ai-fas20.niaid.nih.gov/LHRI/Bioinformatics/Projects/DAVID/DAVID_NextGen/new_interface/documentation/tools/geneReportFull.html
file://ai-fas20.niaid.nih.gov/LHRI/Bioinformatics/Projects/DAVID/DAVID_NextGen/new_interface/documentation/tools/relatedGenes.html
file://ai-fas20.niaid.nih.gov/LHRI/Bioinformatics/Projects/DAVID/DAVID_NextGen/new_interface/documentation/tools/relatedGenes.html


Functional Annotation



Ready for Analysis



Functional Classification Annotation Summary

See the annotation in next slide



Functional Classification Annotation Summary
1. Current Gene List & Population
        Displays the active gene list and selected species or background population.
2. Help and Switch to Classic Version
        Link to this help page and provides access to the legacy Gene List Report interface.
3. Categories
        Click each category to expand and view additional annotation categories. Check/uncheck the items to add/remove them from your selection.
4. Clear All
        Click this button to clear all selections.
5. Check Default
        Click this button to undo any current selections and revert to default selections.
6. Functional Annotation Table
        Click this button to view the Functional Annotation Table for all selections. This is a gene-centric view which lists the genes and their associated annotation    
        terms. For more information, see the Functional Annotation Table documentation page.
7. Functional Annotation Chart
        Click this button to view the Functional Annotation Chart for all selections. Chart Report is an annotation term focused view which lists annotation terms and their 
       associated genes under study. For more information, see the Functional Annotation Chart documentation page.
8. Functional Annotation Clustering
       Click this button to view the Functional Annotation Clustering for all selections. Functional Annotation Clustering integrates Kappa statistics to measure the  
degree of the common genes between two annotations. For more information, see the Functional Annotation Clustering documentation page.
9. Gene count
        Number of genes from the user list involved in this annotation category.
10. Gene Percentage & Single Table
         Percentage of genes from user list involved in this category out of total genes from user list.
        Click this percentage bar to be directed to a functional annotation table for user genes in this annotation category ONLY.
11. Single Chart
        Click this button to be directed to a functional annotation chart for user genes in this annotation category ONLY.
12. Single Cluster
        Click this button to be directed to a functional annotation cluster for user genes in this annotation category ONLY.

file://ai-fas20.niaid.nih.gov/LHRI/Bioinformatics/Projects/DAVID/DAVID_NextGen/new_interface/documentation/tools/annotationReport.html
file://ai-fas20.niaid.nih.gov/LHRI/Bioinformatics/Projects/DAVID/DAVID_NextGen/new_interface/documentation/tools/chartReport.html
file://ai-fas20.niaid.nih.gov/LHRI/Bioinformatics/Projects/DAVID/DAVID_NextGen/new_interface/documentation/tools/term2term.html


Function Annotation Table



Functional Classification Annotation Summary



Function Annotation Table 

See the annotation in next slide



Function Annotation Table
1. Current Gene List & Population

         Displays the active gene list and selected species or background population.

2. Help and Switch to Classic Version

         Link to this help page and provides access to the legacy Gene List Report interface.

3. Search and Record Count

        The search box filters table results in real time. The record count indicates total annotations found for all genes.

4. Pages

        Click on numbers to navigate pages of results. Single arrow buttons move forward/back by one page, double arrow buttons navigate to first/last page.

5. Export Options

       Results can be exported using Copy, Excel, CSV, or PDF. Exports reflect the current filtered and sorted view.

6. Categories

       Categories of term results, indicating original source of information. (e.g. UP = Uniprot). Click to sort by this value.

7. Annotations

        Annotations available for each item. If available, hyperlinks lead users to original resources for further details. Click to sort by this value.

8. Gene Name

        Annotation results are grouped by each gene. Click the gene name link to explore the full gene report. For more information, see the Gene Report 
documentation page.

9. Related Genes (RG)

        Click the RG link to explore functionally related genes associated with each entry. For more information, see the Related Genes documentation page.

file://ai-fas20.niaid.nih.gov/LHRI/Bioinformatics/Projects/DAVID/DAVID_NextGen/new_interface/documentation/tools/geneReportFull.html
file://ai-fas20.niaid.nih.gov/LHRI/Bioinformatics/Projects/DAVID/DAVID_NextGen/new_interface/documentation/tools/geneReportFull.html
file://ai-fas20.niaid.nih.gov/LHRI/Bioinformatics/Projects/DAVID/DAVID_NextGen/new_interface/documentation/tools/relatedGenes.html
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Functional  Annotation Chart



Functional Classification Annotation Summary



5

Functional  Annotation Chart

See the annotation in next slide

KEGG Pathway/Wikipathway can be viewed 
by click here (on the 2nd slide after this 
slide)
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Functional  Annotation Chart
1. Current Gene List & Population
         Displays the active gene list and selected species or background population.
2. Help and Switch to Classic Version
         Link to this help page and provides access to the legacy Gene List Report interface.
3. EASE Threshold
        Minimum P-value of results to be displayed. Click to either type a numerical value or use the up/down arrows to increment by 0.01.
4. Count Threshold
        Minimum gene count of annotation result to be displayed. Click to either type a numerical value or use the up/down arrows to increment by 1.
5. Update Table
         After making adjustments to filtering options, click this button to update the table using the selected parameters.
6. Search and Record Count
        The search box filters table results in real time. The record count indicates total entries and the number of DAVID genes mapped.
7. Create sublist, Export options & Column Visibility
        Create a sublist by clicking on checkboxes to the left of desired results, then clicking the Create sublist button, where you will be prompted to name the new sublist.   
         Sublists will then appear in the list manager as a new gene list.
         Results can be exported using Copy, Excel, CSV, or PDF. Exports reflect the current filtered and sorted view.
         Additional columns can be added to the current view using the Column Visibility drop-down button. Click on available items to add the column to the table.
8. Sortable Columns
        Click on any table column header to sort the table by that column in ascending or descending order.
9. Sublist
        Click on check boxes to select items for creating a sublist. (7)
10. Categories
         Categories of term results, indicating original source of information. (e.g. UP = Uniprot). Click to sort by this value.
11. Annotations
        Annotations available for each item. If available, hyperlinks lead users to original resources for further details. Click to sort by this value.
12. Related Terms
        Click RT to be directed to a Functionally Related Terms search result for each term. For more information, see the Related Terms documentation page.
13. Gene Count and Percentage
        Count and percentage of genes involved in each term.
14. P-value & Benjamini
         EASE Score where smaller means more enriched. Benjamini in DAVID requests adjusted p-values by using the linear step-up method of Benjamini and Hochberg
 

file://ai-fas20.niaid.nih.gov/LHRI/Bioinformatics/Projects/DAVID/DAVID_NextGen/new_interface/documentation/tools/chartReport.html
file://ai-fas20.niaid.nih.gov/LHRI/Bioinformatics/Projects/DAVID/DAVID_NextGen/new_interface/documentation/tools/relatedTerms.html


Visualizing Gene in the Pathway
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Functional  Annotation Chart



Gene List for a Term in Functional  Annotation Chart



Functional Annotation Clustering



Functional Classification Annotation Summary



Functional Annotation Clustering Tool

See the annotation in next two slides



Functional Annotation Clustering Tool
1. Gene List
           Current gene list selected for view and background species being analyzed.
2. Help and Switch to Classic Version
            Link to this help page and provides access to the legacy Gene List Report interface.
3. Show/Hide Options
            Click this button to expand or hide additional filtering options.
4. Classification Stringency
           Click to access a drop-down menu of stringency levels, then click desired level to select. A high-level single control to establish a set of detailed parameters involved in 
           functional classification algorithms. In general, the higher stringency setting generates less functional groups with more tightly associated genes in each group, so that 
            more genes will be unclustered.
5. EASE Threshold
           Minimum P-value of results to be displayed. Click to either type a numerical value or use the up/down arrows to increment by 0.01.
6. Update Table
           After making adjustments to filtering options, click this button to update the table using the selected parameters.
7. Similarity Term Overlap
           Click to access a drop-down menu of overlap values. The minimum number of annotation terms overlapped between two genes in order to be qualified for kappa 
           calculation. This parameter is to maintain necessary statistical power to make the kappa value more meaningful. The higher the value, the more meaningful the result is.
8. Similarity Threshold
          Click to access a drop-down menu of threshold values. The minimum kappa value to be considered significant. A higher setting will lead to more genes going unclustered, 
          which leads to a higher quality functional classification result with fewer groups and fewer gene members. Kappa value of 0.3 starts giving meaningful biology based on 
           our genome-wide distribution study. Anything below 0.3 has a good chance to be noise.
9. Initial Group Membership
           Click to access a drop-down menu of membership values. The minimum gene number in a seeding group, which affects the minimum size of each functional group in the 
           final cluster. In general, the lower value attempts to include more genes in functional groups, and may generate a lot of small size groups.
10. Final Group Membership
          Click to access a drop-down menu of membership values. The minimum gene number in one final group after a 'cleanup' procedure. In general, the lower value attempts 
           to include more genes in functional groups and may generate a lot of small size groups. It cofunctions with previous parameters to control the minimum size of functional   
           groups. If you are interested in functional groups containing only 2 or 3 genes, you need to set it to a very low value. Otherwise, the small group will not be displayed and 
           the genes will go unclustered.



Functional Annotation Clustering Tool
11. Multiple Linkage Threshold
      Click to access a drop-down menu of threshold values. This parameter controls how seeding groups merge with each other, i.e. two groups sharing the same gene 
      members over the percentage will become one group. A higher percentage, in general, gives sharper separation (i.e. it generates more final functional groups with 
      more tightly associated genes in each group). In addition, changing the parameter does not cause additional genes to go unclustered.
12. Search
     The search box filters all table results in real time.
13. Create sublist, Export options & Column Visibility
      Create a sublist by clicking on checkboxes to the left of desired results, then clicking the Create sublist button, where you will be prompted to name the new sublist. 
      Sublists will then appear in the list manager as a new gene list.
      Results can be exported using Copy, Excel, CSV, or PDF. Exports reflect the current filtered and sorted view.
      Additional columns can be added to the current view using the Column Visibility drop-down button. Click on available items to add the column to the table.
14. Sortable Columns
      Click on any table column header to sort the table by that column in ascending or descending order.
15. Cluster
      A group of terms having similar biological meaning due to sharing similar gene members.
16. Enrichment Score
      The overall enrichment score for the group based on the EASE scores of each term member. Higher value = more enriched.
17. Gene Report
      Click on the red G to be directed to the Gene Report page for that genes in this cluster.
18. Cluster view
     Click this icon to be directed to a 2D cluster view of the genes in this cluster.
19. Annotations
      Annotations available for each item. If available, hyperlinks lead users to original resources for further details.
20. Related Terms
      Click RT to be directed to a Functionally Related Terms search result for each term. For more information, see the Related Terms documentation page.
21. Gene Count and Percentage
     Count and percentage of genes involved in each term.
22. P-value & Benjamini
      EASE Score where smaller means more enriched. Benjamini in DAVID requests adjusted p-values by using the linear step-up method of Benjamini and Hochberg

file://ai-fas20.niaid.nih.gov/LHRI/Bioinformatics/Projects/DAVID/DAVID_NextGen/new_interface/documentation/tools/relatedTerms.html


Functional Annotation Clustering Tool
Retrieve filtered gene list for 
the current term



Functional Annotation Clustering Tool



Functional Annotation Clustering Tool
Retrieve filtered gene list for 
the current cluster



Functional Annotation Clustering Tool



Functional Annotation Clustering Tool
Retrieve 2D-View for the 
current cluster



Functional Annotation Clustering Tool



Gene Functional Classification



Ready for Analysis



Gene Functional Classification Tool

See the annotation in next two slides



Gene Functional Classification Tool
1. Gene List
           Current gene list selected for view and background species being analyzed.
2. Help and Switch to Classic Version
           Link to this help page and provides access to the legacy Gene List Report interface.
3. Show/Hide Options
           Click this button to expand or hide additional filtering options.
4. Classification Stringency
          Click to access a drop-down menu of stringency levels, then click desired level to select. A high-level single control to establish a set of detailed parameters involved in 
          functional classification algorithms. In general, the higher stringency setting generates less functional groups with more tightly associated genes in each group, so that 
          more genes will be unclustered.
5. Update Table
          After making adjustments to filtering options, click this button to update the table using the selected parameters.
6. Similarity Term Overlap
           Click to access a drop-down menu of overlap values. The minimum number of annotation terms overlapped between two genes in order to be qualified for kappa 
           calculation. This parameter is to maintain necessary statistical power to make the kappa value more meaningful. The higher the value, the more meaningful the result 
            is.
7. Similarity Threshold
           Click to access a drop-down menu of theshrold values. The minimum kappa value to be considered significant. A higher setting will lead to more genes going 
           unclustered, which leads to a higher quality functional classification result with fewer groups and fewer gene members. Kappa value of 0.3 starts giving meaningful 
            biology based on our genome-wide distribution study. Anything below 0.3 has a good chance to be noise.
8. Initial Group Membership
           Click to access a drop-down menu of membership values. The minimum gene number in a seeding group, which affects the minimum size of each functional group in   
            the final cluster. In general, the lower value attempts to include more genes in functional groups, and may generate a lot of small size groups.
9. Final Group Membership
          Click to access a drop-down menu of membership values. The minimum gene number in one final group after a 'cleanup' procedure. In general, the lower value 
          attempts to include more genes in functional groups and may generate a lot of small size groups. It cofunctions with previous parameters to control the minimum size  
         of functional groups. If you are interested in functional groups containing only 2 or 3 genes, you need to set it to a very low value. Otherwise, the small group will not be 
         displayed and the genes will go unclustered.



Gene Functional Classification Tool
10. Multiple Linkage Threshold
            Click to access a drop-down menu of threshold values. This parameter controls how seeding groups merge with each other, i.e. two groups sharing the same gene   
             members over the percentage will become one group. A higher percentage, in general, gives sharper separation (i.e. it generates more final functional groups with more 
             tightly associated genes in each group). In addition, changing the parameter does not cause additional genes to go unclustered.
11. Search & Cluster count
           The search box filters all table results in real time and shows how many clusters are present in results.
12. Create sublist, Export options & Column Visibility
           Create a sublist by clicking on checkboxes to the left of desired results, then clicking the Create sublist button, where you will be prompted to name the new sublist.       
           Sublists will then appear in the list manager as a new gene list.
          Results can be exported using Copy, Excel, CSV, or PDF. Exports reflect the current filtered and sorted view.
          Additional columns can be added to the current view using the Column Visibility drop-down button. Click on available items to add the column to the table.
13. Sortable Columns
        Click on any table column header to sort the table by that column in ascending or descending order.
14. Cluster
        A group of genes having similar biological meaning due to sharing similar terms.
15. Enrichment Score
           The overall enrichment score for the group based on the EASE scores of each gene. Higher value = more enriched.
16. Related Genes (RG)
           Click the RG link to explore functionally related genes associated with each entry. For more information, see the Related Genes documentation page.
17. Terms
           Click the Terms link to explore the Cluster Term Report for each gene. For more information, see the Cluster Term Report documentation page.
18. Cluster view
          Click this icon to be directed to a 2D cluster view of the genes in this cluster.
19. Sublist
          Click on check boxes to select items for creating a sublist. (12)
20. Gene Name
           Click the gene name link to explore the full gene report. For more information, see the Gene Report documentation page.

file://ai-fas20.niaid.nih.gov/LHRI/Bioinformatics/Projects/DAVID/DAVID_NextGen/new_interface/documentation/tools/relatedGenes.html
file://ai-fas20.niaid.nih.gov/LHRI/Bioinformatics/Projects/DAVID/DAVID_NextGen/new_interface/documentation/tools/clusterTermReport.html
file://ai-fas20.niaid.nih.gov/LHRI/Bioinformatics/Projects/DAVID/DAVID_NextGen/new_interface/documentation/tools/gene2gene.html
file://ai-fas20.niaid.nih.gov/LHRI/Bioinformatics/Projects/DAVID/DAVID_NextGen/new_interface/documentation/tools/geneReportFull.html
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DAVID Ortholog Analysis



DAVID Ortholog Analysis

See the annotation on next slide



DAVID Ortholog Analysis

1. Current Gene List & Population
               Displays the active gene list and selected species or background population.
2. Help and Switch to Classic Version
              Link to this help page and provides access to the legacy Gene List Report interface.
3. Ortholog Taxonomy
              Click the dropdown box to select a target ortholog taxonomy (species). After clicking on the box, a search box is also available to type and search for taxonomies. Click on the taxonomy to select, 
              then the ortholog sources will populate.
4. Species
              Click the Species link to go to NCBI taxonomy entry.
5. OMA
             Shows the percentage of genes from the list with an ortholog available for the selected taxonomy from Orthologous Matrix (OMA) Click the percentage bar to retrieve orthologs from that source.
6. Ensembl
              Shows the percentage of genes from the list with an ortholog available for the selected taxonomy from Ensembl Compara. Click the percentage bar to retrieve orthologs from that source.
7. Load to DAVID
              Load selected orthologs into a DAVID list for downstream analysis.
8. Select All
            Select All Multi-Orthologs will select all available orthologs. Click again to Deselect all. Click again to select only the first ortholog if there are multiple available (default).
9. Show
              Show/Hide all multi-orthologs
10. Sortable Columns
              Click any column header to sort by User ID, Expression Value, DAVID Gene Name, Related Genes (RG), or Species.
11. Gene name
             Click the gene name link to explore the full gene report. For more information, see the Gene Report documentation page.
12. Ortholog count
             Number of ortholog genes available for the user gene in the selected taxonomy.
13. Expand
              Show/Hide all multi-orthologs
14. Select
              Selected orthologs are loaded as a new DAVID list when clicking the Load ortholog list into DAVID for analysis button.
15. Ortholog Gene name
              Click the gene name link to explore the full gene report. For more information, see the Gene Report documentation page.
16. Identity
              Sequence identity between user gene and ortholog gene. Higher meaning more identical.
17. Confidence
             Confidence score. Only available for Ensembl results.

file://ai-fas20.niaid.nih.gov/LHRI/Bioinformatics/Projects/DAVID/DAVID_NextGen/new_interface/documentation/tools/geneReportFull.html
file://ai-fas20.niaid.nih.gov/LHRI/Bioinformatics/Projects/DAVID/DAVID_NextGen/new_interface/documentation/tools/geneReportFull.html
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DAVID Gene ID Conversion



See the annotation on next slide

DAVID Gene ID Conversion



1. Current Gene List & Population
         Displays the active gene list and selected species or background population.
2. Help and Switch to Classic Version
        Link to this help page and provides access to the legacy Gene List Report interface.
3. Conversion Destination Selection
        Save the converted list to the DAVID list manager for use in further downstream analysis.
4. Submit Converted List to DAVID
        Users will first be met with this dropdown box. Click Select Identifier type and choose an identifier destination, then the converted gene name list will populate.  
        Click this dropdown box again to change identifier destination and list will automatically update.
5. Search
        The search box filters table results in real time.
6. Export Options
         Results can be exported using Copy, Excel, CSV, or PDF. Exports reflect the current filtered and sorted view.
7. Selected Source ID
         Gene identifier from selected source.
8. User ID
        User uploaded gene ID name.
9. Sortable Columns
        Click any column header to sort by Destination ID, User ID, Expression Value, DAVID Gene Name, Related Genes (RG), or Species.
10. Value
        User uploaded expression value. (Optional)
11. Gene Name
         Click the gene name link to explore the full gene report. For more information, see the Gene Report documentation page.
12. Related Genes (RG)
        Click the RG link to explore functionally related genes associated with each entry. For more information, see the Related Genes documentation page.
13. Species
        Click the Species link to go to NCBI taxonomy entry.

DAVID Gene ID Conversion

file://ai-fas20.niaid.nih.gov/LHRI/Bioinformatics/Projects/DAVID/DAVID_NextGen/new_interface/documentation/tools/geneReportFull.html
file://ai-fas20.niaid.nih.gov/LHRI/Bioinformatics/Projects/DAVID/DAVID_NextGen/new_interface/documentation/tools/relatedGenes.html


DAVID Gene Search / DAVID Gene Report



DAVID Gene Search

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

https://davidbioinformatics.nih.gov/


DAVID Gene Search



DAVID Gene Report
See the annotation on next slide



DAVID Gene Report

1. Help and Switch to Classic Version
           Link to this help page and provides access to the legacy Gene List Report interface.
2. Gene name
3. Related Genes (RG)
          Click the Related Genes link to explore functionally related genes associated with each entry. For more information, see the
         Related Genes documentation page.
4. Species
            Click the Species link to go to NCBI taxonomy entry.
5. Gene Summary
           Summary of gene information, provided by NCBI.
6. Navigate to categories
          Click the tabs to jump to desired category of annotations.
7. Search and Record Count
         The search box filters table results in real time. The record count indicates total entries and the number of DAVID genes mapped.
8. Export Options
          Results can be exported using Copy, Excel, CSV, or PDF. Exports reflect the current filtered and sorted view.
9. Categories
           Main categories shown in blue. Navigation tabs will jump to tops of these main headers.
10. Subcategories
          Subcategories available per each resource.
11. Annotations
          Annotations available for each item. If available, hyperlinks lead users to original resources for further details.

file://ai-fas20.niaid.nih.gov/LHRI/Bioinformatics/Projects/DAVID/DAVID_NextGen/new_interface/documentation/tools/relatedGenes.html


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. 

Example 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
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Stateful DAVID web services

SOAP

DAVID
Knowledge

base

Simple 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 DAVID and automate their tasks.
https://davidbioinformatics.nih.gov/content.jsp?file=WS.html

http://bioinformatics.oxfordjournals.org/content/28/13/1805
http://bioinformatics.oxfordjournals.org/content/28/13/1805
http://bioinformatics.oxfordjournals.org/content/28/13/1805
http://bioinformatics.oxfordjournals.org/content/28/13/1805
http://bioinformatics.oxfordjournals.org/content/28/13/1805
https://davidbioinformatics.nih.gov/content.jsp?file=WS.html


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

Example Python client for retrieving chart report

getChartReport simpleChartRecord

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