
The Screen Shots of Anticipated Results 

Analysis of Large Gene List Using 

DAVID Bioinformatics Resources

Note: 
• Only major steps are shown in the document

• There are many other small and fine functions provided by DAVID

• Steps and sub-step labeled in this document are consistent with that in protocol manuscript



Start Analysis Wizard

Follow sub steps: 

i, ii, iii, iv.

Note

i.

ii.

iii.

iv.

Step 1: Submit gene list or use built-in demo list 2

Submit a gene list

Click on 

“Start Analysis”

Note

2



Step 2: Tool Main Menu Page to Access DAVID Tools/Modules

1) A central page to 

access or switch to 

each DAVID 

tool/module

2) Get back to this page 

by clicking on “start 

analysis” no matter 

where you are.

Note

3



Step 3: Gene Name Batch Viewer

1) Click on gene 

name will lead to 

more detail info.

2) “RG” means 

“Related Genes” 

search function

Note

Gene Name Batch Viewer Page
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Step 4. Run and explore results of Gene Functional Classification

1) Gene functional 

groups are separated 

by the blue rows

2) A set of functions 

provided in the blue 

row area for each 

group

Note

Tool Menu Central Page

Gene Functional Classification Page
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Continued

2-D view of relevant genes and annotation terms

1) Green color represents 

the positive association 

of  the pair of term and 

gene

2) Blank color represents 

the negative  or no 

association of the pair 

of term and gene

Note
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Step 5: Select annotation categories and run 

Functional Annotation Chart

Tool Menu Central Page

Select annotation categories

1) Expand the tree 

structure to select 

annotation categories 

of interests

2) Or use default 

categories

3) Click on according 

button to run functions

Note

7



Step 6:  Explore results of Functional Annotation Chart

Results of Functional Annotation Chart

1) Click on term name 

leading to details

2) Click on blue bar to list 

all associated genes

3) Click on “RT” to list 

other related terms

4) Sort result by different 

columns

Note
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continued

Visualization of  genes on the pathway of interest by clicking on 

pathway name in previous result page to 

Red stars indicate the 

association between 

your input genes and 

pathway genes

Note
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Step 8. View and explore results of annotation cluster

Step 7. Select annotation categories and run Functional 

Annotation Cluster: See step 5 for details

1) Term clusters are 

separated by the 

blue rows

2) A set of functions 

provided in the blue 

row area for each 

cluster

Note

Results of Functional Annotation Cluster
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Step 9. Select annotation categories and run Functional 

Annotation Table: See step 5 for details

Step 10. View and explore results of annotation tabale

Results of Functional Annotation Table

1) Each block separated 

by blue rows contents 

the contents for one 

gene

2) A set of hyperlinks 

lead to more detailed 

descriptions

Note
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