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1. Navigation bar 

2. Home page link 

3. Current project information 

4. Visual Apps 

5. User account / settings 

6. Help/about 

 

 

1. Navigation bar 

The navigation bar is a fixed area on top of the screen used to navigate the website. You can 

click the different buttons and links to easily move around on ADBio.  

2. Home page link 

The branding area is a link that moves you back to the index page, also helps you remember 

what website you’re on.  

3. Current project information 

3.1. Clicking on the 

current project 

information link opens 

this dropdown. 

3.2. This is a small 

description of the 

current project. Hover 

over this to show the 

full description in a 

tool tip. Clicking will 

take you to the project 

home page. 

1 

2 3 4 5 6 
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3.3. This is the contact for the current project. Clicking this will attempt to open an email 

service to create an email to them. 

3.4. This is a list of the collaborators on this current project.  

3.5. This is a list the other projects that you are a collaborator on; clicking one of them will 

load that project. 

4. Visual Apps 

Heat map view button 

Clicking will open a new tab on the browser to the heat map view of that project. 

Pathway view button 

Clicking will open a popup that lists the pathways for this project. Clicking on one of the 

Kegg pathway will open a new tab on the browser to the pathway view with this projects data. 

Canvas view button 

Clicking will open a new tab on the browser to the canvas view of that project. 

5. User account / settings 

5.1. Clicking will open a dropdown menu with different 

settings 

5.2. This is a link to the admin page. If you don’t have admin 

access then this will not show up. 

5.3. Notifications, clicking will open a view to manage your 

notifications 

5.4. My Profile, clicking will open a popup allowing you to 

add or edit your information that is saved on the ADBio 

server. The login for you profile cannot be changed. 

5.5. My Account, clicking will do the same thing as 6. 

5.6. My projects, clicking will take you back to the “my projects” page. 

5.7. Logout, clicking will log you out of ADBio. This doesn’t log you out of Github.com so 

that next time you visit ADBio you will not have to use your user name and password. 

To log out completely, log out of ADBio then go to Github.com and sign out from there. 

The next time you want to visit ADBio you will need to enter your user name and 

password. 

6. Help/about 

6.1. Help button, clicking will open a dropdown menu for help. 

6.2. About, clicking will open a popup with information about this website and program. 

6.3. Tutorial Videos, clicking this will open a popup with a few videos you can watch to help 

you get familiar with ADBio. 
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6.4. Contact Info, clicking 

this will open a popup 

that shows information 

about PNNL and contact 

information to contact 

the creators and project 

lead. 

6.5. Frequently Asked 

Questions (FAQ). This 

is the FAQ page it is a resource that allows you to quickly find answers to questions you 

might have about ADBio.  

6.6. Canvas Commands, while in the Canvas view this option will be available. Clicking this 

will load a popup with all the commands and keyboard shortcuts that are used on the 

canvas. 
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My Projects Page 
 

 

 

 

 

 

 

 

 

 

 

1. Length  

2. Create New 

3. Import From Github 

4. Open Project 

5. Share Project 

6. Search 

7. Project Information 

8. Table Information 

9. Pagination 

 

The first page after logging in is the “My Projects Page”. Here is a table view of all the projects 

that you are a collaborator on. 

1. Length 

The length element of the table changes how many rows are visible per page. 

2. Create New 

The NEW button is how users create a new project with their own dataset in a repository on 

Github.com. This requires some files to be created by the user before the process of creating 

a new project can be completed. You can find more information about creating a new project 

in the “create new project” section. 

3. Import From Github 

1 2 3 4 5 6 

7 

7 
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The IMPORT button is how users create a new project with all the required files already in a 

Github repository. You can find more information about this in the “create new project” 

section. 

4. Open Project 

The OPEN button will load the index page for the selected project. Double clicking on the 

project will also do this operation. 

5. Share Project 

The Share button allows the admin of a repository to search for a Github user name and add 

them as a collaborator to the selected project. 

6. Search 

This allows the user to search the table for the inputted keywords. 

7. Project Information 

Each row in the table is project information that displays project name, repository, owner, 

description, and a few collaborators. These rows can be sorted by clicking the different 

column icon in the header. Owner and repository is how Github.com organizes all the files 

that they store. Owner can be a user or an organization. Repository is the name given as the 

project folder. In a similar setup as a computer hard drive “c:” each user/organization will 

have a folder “c:\user”, “c:\organization” and each project will have a folder 

“c:\user\project1”, “c:\user\project2”.  

8. Table Information 

This show how many rows are showing out of a total number of rows. 

9. Pagination 

If the length option is set so there are more rows than what can be shown the pagination will 

allow you to load more pages. 
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Project Home Page  
 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

1. Title 

2. Description 

3. Contact Information 

4. Other Collaborators 

5. Share 

6. Heat Map View 

7. Pathway View 

8. Canvas View 

 

1. Title 

This is the title of the project. 

2.  Description 

This is the full description provide for this project. 

3. Contact Information 

1 

2 

3 

4 
5 

6 

7 

8 
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This is who to contact about this project, clicking the email icon will attempt to create a new 

email to this person. (Not every computer has the email setup for use with the browser) 

4. Other Collaborators 

This is a list of all the other collaborators and a total number of them. Clicking on the email 

icon next will attempt to create a new email to this person. (Not every computer has the email 

setup for use with the browser) 

5. Share 

The Share button will allow admins of the project to search Github.com for a user name and 

add them as a collaborator to this project. 

6. Heat Map View 

Clicking the image or the button will open the heat map view for this project. 

7. Pathway View 

Clicking the image or the button will open a popup with a list of all the pathways associated 

with this project, clicking on a Kegg pathway will open a new tab on the browser to the 

pathway view with this projects data. 

8. Canvas View 

Clicking the image or the button will open the canvas view for this project. 
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Heat Map View 

 

 

 

 

 

 

 

 

 

1. Sample dendrogram 

2. Refresh/Settings 

3. Protein dendrogram 

4. Heat Map 

 

1. Sample dendrogram 

This is the dendrogram for the samples collected in the data set. The blue circles are nodes of 

the grouping. Clicking on one of them opens a popup with statistical tests for the data. 

2. Refresh/Setting 

The refresh button will reset the heat map to its default zoom ratio. The settings button 

allows the user to change the color of the heat map. 

3. Protein dendrogram 

This is the dendrogram for the proteins listed in this dataset. Clicking on a node opens a 

popup that shows enrichment tests for a group of proteins. 

4. Heat Map  

This is the heat map of the dataset for the project. This heat map is showing protein 

abundance with overabundance in red and under abundance in blue. Clicking and dragging 

1 2 

3 

4 
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on the heat map will draw a highlight square that will zoom the heat map to that box after 

you release the button. Double clicking on the heat map will reset the heat map to the default 

zoom level. 

Statistical tests popup 
 

 

 

 

 

 

 

 

 

1. Name 

2. Pin to canvas button 

3. Window controls 

4. Data Tabs 

 

 

 

1. Name 

This is the name of that blue circle we call a node. You can change this allowing you to make 

the nodes have a better readability. 

2. Pin to canvas button 

The pin to canvas button is used to pin this statistical test to the canvas. It will use the name 

as the label on the pin. 

3. Window controls 

These are basic window controls that allow you to collapse, minimize, maximize, and close 

the popup, respectively. 

4. Data Tabs 

These are different ways to view the metadata. The Table tab shows the metadata test 

attribute, description, and p-value for that set of the metadata (Figure 1). The list tab shows 

the sample id, and description for this group (Figure 2). The Graph tab allows you to select 

4 

1 2 3 
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an attribute and see a comparison of data between samples inside the selected group and 

outside this group (Figure 3). The Info tab shows some information about this group and a 

button to download the metadata file. 

 

Figure 1 

   

Figure 2 

 



- 12 - 
 

Figure 3 

 

 Enrichment tests 
 

 

 

 

 

1. Name 

2. Pin to canvas button 

3. Window controls 

4. Data Tabs 

 

 

 

1. Name 

This is the name of that blue circle we call a node. You can change this allowing you to make 

the nodes have a better readability. 

2. Pin to canvas button 

The pin to canvas button is used to pin this statistical test to the canvas. It will use the name 

as the label on the pin. 

3. Window controls 

These are basic window controls that allow you to collapse, minimize, maximize, and close 

the popup, respectively. 

4. Data Tabs 

These are different ways to view the protein data. The Enriched pathways tab shows a list of 

pathway names, an adjusted p-value, and a count of the number of proteins in that pathway 

(Figure 4). Clicking the red pin button pins that pathway to the canvas. Clicking on a Kegg 

pathway name will open the pathway view. The protein list tab shows a list of proteins in that 

group, with gene, chromosome, and location for each of them (Figure 5). Clicking on the red 

pin button pins that protein to the canvas. The Info tab shows some information about this 

group and a button to download the raw data file. 

1 2 3 

4 
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Figure 4 

  

Figure 5 
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Pathway View 
 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

1. Pathway name 

2. Pathway View 

3. Gene 

4. Pathway 

 

1. Pathway name 

This is the pathway name, clicking on the information icon displays a description of the 

pathway. 

2. Pathway View 

2.1. The pathway view 

button changes when 

in this view clicking it 

will open a new drop 

down menu. 

2.2. View in heat map, 

clicking on this opens 

a new tab on the 

browser taking you to 

1 2 

3 

4 
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the heat map. 

2.3. View on Kegg, clicking this opens a new tab on the browser taking you to Kegg.com to 

view the pathway there. 

2.4. Pathway description, clicking this opens a popup with the description of the pathway in 

the viewer. 

2.5. Pin to canvas, clicking this will pin this pathway to the canvas. 

2.6. Pathway legend, clicking this will open a popup with a legend of all the elements of a 

pathway. 

2.7. Pathway chooser, clicking this opens a popup with a list of pathways for this project. 

Clicking on a Kegg pathway will open a new tab on the browser loading that pathway in 

a new viewer. 

3. Gene 

The small rectangles are gene product. Red means the dataset includes proteins that are 

associated with this gene. Clicking this will open a popup with a graph that shows the 

abundance of the proteins in that gene for each group (Figure 6). Clicking the name in the 

popup will take you to Kegg.com viewing that protein. Clicking the pin button will pin this 

protein or group of proteins to the canvas. Blue means the dataset doesn’t have any proteins 

associated with that gene. Clicking this will open a popup with a list of proteins for that gene. 

Clicking on their name takes you to Kegg.com to view that protein. Clicking the pin button 

will pin that protein to the canvas. 

4. Pathway 

The large rectangle is another pathway. Clicking this will open a new tab on the browser 

loading a new pathway viewer with that pathway. 

 

Figure 6 
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Canvas View 
 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

1. Canvas View 

2. Pin 

3. Recommender Card 

 

 

1. Canvas View 

1.1. Clicking the Canvas view 

button opens this 

dropdown menu. 

1.2. This menu button updates 

the canvas to what is on 

Github.com 

1.3. This menu button saves 

the canvas to Github.com 

1.4. This menu button is used to load other collaborator canvases. Clicking will open another 

dropdown menu with a list of collaborators. Then clicking on their name will load their 

canvas. From there you can view, or while holding ‘C’ then clicking on a pin it will copy 

that pin to your canvas. 

1.5. Canvas histories 

1 

2 

3 

3 

3 

3 

3 

3 

2 

2 

2 
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This is the Canvas histories, a list of all the times that your canvas was saved. 

1.5.1. This is the commit message sent when 

the canvas was saved and a time from 

now that it was committed. Hovering 

over the time will display a date and 

time the event took place. Clicking this 

area will load that canvas just like the 

collaborator canvas. Viewing that 

previous canvas allowing you to use the 

‘C’ + click to copy that pin to your 

current canvas. 

1.5.2. The restore to previous button. 

Clicking this button will make that 

previous canvas your current and 

remove what was there. Committing this 

restored canvas to Github.com. You 

never lose the history so you can always 

restore the previous canvas before you 

pressed the restore button by finding the 

correct canvas history and clicking the restore button. 

1.5.3. This is the load more button. Clicking will add 15 more entries to the canvas 

histories. 

1.5.4. This is a refresh button. Clicking this will reload the canvas histories. 

1.5.5. This is the go to Github.com button. Clicking this button will load Github.com 

showing you all the commit messages that we used to fill the canvas histories. 

#Note while viewing the collaborator canvas or a previous canvas the restore to previous 

canvas button is disabled. 

2. Pin 

This is called a pin. When you click pin to canvas from one of the other views this is what gets 

put on the canvas. It can be moved around by clicking and dragging it to a new location. There 

are other controls for the Pin, holding delete and clicking on the pin will delete the pin from the 

canvas. 

3. Recommender Card 

This is a recommender card. The canvas automatically loads these based on the pin on the 

canvas. The 2 recommender cards for the pin on the left are a list of PubMed titles, and some 

details about the pin. Different recommenders have different functionality, but all of them have a 

button in the lower right corner that allows them to be flipped over showing more information 

and download links to the raw data, or to more information.  
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Create New Project 
 

1. Title, chose a title for the 

project. 

2. Owner, this dropdown is a 

folder type structure that 

Github.com uses to organize 

files saved on their website. If 

you have admin permissions 

for an organization you can use 

select it by clicking the 

dropdown menu and selecting 

it. 

3. Repo, this is the name of the 

folder inside the owner folder 

where all the files for the 

project will be stored on Github.com. 

4. Organism, this is used to classify the dataset you are uploading. 

5. The private checkbox makes the repository private. You can only make a private 

repository if you have private repositories available on Github.com. 

6. Description chose a description for the project. 

7. Choose Rdata File, clicking the button will open a file browser so you can select the 

Rdata file for the project. 

8. Choose metadata file, clicking the button will open a file browser so you can select the 

metadata file for the project. 

To create a new project or import an existing project you must fill in the form then click the 

upload button. The importing of a project assumes you already made a repository on Github.com 

and uploaded the required files to it. With properly formatted files the rest of the process is 

automatic. Use the information below to make sure your files are formatted properly. 

 

Data Import for the Active Data Biology  

 

The Active Data Biology is a tool for you (and collaborators) to view and explore your data. 

Getting your data uploaded is the first step. For each project, there are two primary types of 

required data: a quantitative data matrix and the meta-data. 

 

3.1. Data matrix  
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In the Heat map view, we display the data matrix in the center and dendrograms to show row and 

column hierarchical clustering [1, 2]. Hence, to displaying heat map with your dataset, we need 

the clustering information as well as the data matrix.  

The data matrix file contains the quantitative data to be displayed in the heat map. The 

underlying data can be proteomics, transcriptomics, metabolomics, or a mix of data types. To 

import the data, we require that it be formatted as an R object (using an .Rdata file), which is 

necessary to preserve the clustering that is commonly done to large datasets. Clustering is an 

essential part of data analysis and can be quite time consuming. We want to preserve and 

accurately display that effort. See <HERE> for an example R object file. If you need help 

creating an appropriate file, see <HERE> which starts with a simple spreadsheet and uses the 

online R resource R-fiddle. You can use this RScript to convert a csv file of your data to the 

Rdata file. 

 

How to generate R object  

 

I assume that you have a simple spreadsheet as a CSV file, which contains the 

expression/abundance level of genes/proteins for each sample across columns as below.  

 

  
 

Column names should describe the unique identifications for samples. These ID must be 

identical to the sample ID containing in a meta-data file.  

Row names must be annotated to RefSeq, or Uniprot ID corresponding to genes/proteins. These 

IDs are associated to pathway analysis and visualization.  

Names must be syntactically valid. A syntactically valid name consists of letters, numbers and 

the dot or underline characters and starts with a letter or the dot not followed by a number. (See 

check.names option in ‘read.csv’ function in R)  

 

Run R-fiddle (http://www.r-fiddle.org/#/fiddle?id=FK38NyqU)  

 

This example looks quite straightforward. If you run this code in R-Fiddle, you can see the two 

plots. The first one describes the initial dendrogram for samples, which is randomly generated. 

And the second plot shows the different dendrogram after grouping through the sample numbers.  

 

RData: it contains an R object named ‘hc.out’, which has a list class as below. It should have the 

same format to the output of a ‘heatmap.2’ function in R. However, if you are familiar with R, 

http://localhost:8080/bioviz/FAQ/RScripts/generate_rdata.R
https://stat.ethz.ch/R-manual/R-devel/library/utils/html/read.table.html
http://www.r-fiddle.org/%23/fiddle?id=FK38NyqU
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you can customize the dendrograms containing the designated grouping instead of the current 

one. In other words, you can replace the rowDendrogram/colDendrogram into a new dendrogram 

via ‘hclust’ function with different manners.  

 

 
 

Editing for clustering  

 

If you want to dynamically change the clustering information, you can also change the 

dendrogram files uploaded in GitHub. They have a JSON-formatted tree structure as shown in 

the figure so that it is easy to understand and edit. 

  
 

3.2. Meta-data  

 

The meta data is used to store a wide variety of information about the sample or experiments. 

This file should be formatted as CSV file. The type of data tracked is variable for each project. 

The most important information is a sample identifier that matches the samples in the data 

matrix.  
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