
Microarray Data Upload Tutorial 
 
Login 
First, login to the BIRN Microarray site. You must create a new account if this is your first time.  
 
Upload Data 
 

 
 

1. Make sure the uploaded files are in the correct format, i.e. it must be in CSV format, and the first 
row should be headers and the first column should contain probe information. After the first 
column, each column should contain all the data for a single experiment.  You will be asked for information 
about each experiment (column) that you upload.   
 
Example: 
ProbeSet,amygdala,cerebellum,cerebral_cortex,dorsal_striatum,hippocampus,...  
AFFX-18SRNAMur/X00686_3_at,9.688260527,9.567979015,9.683857755,9.646699099,9.793452673,… 
AFFX-18SRNAMur/X00686_5_at,10.93782943,10.90813957,10.93351137,10.92649346,10.60981388,… 
AFFX-18SRNAMur/X00686_M_at, 9.982321432,9.811004259,9.865944367,9.886423353,10.01274453,… 
AFFX-BioB-3_at, 8.138811973,7.93442332,8.226493913,8.099909735,8.261787736,… 

 
2. Click on Start! button when ready to upload files. 

 



 
 

3. Enter the Data Title, Description of the uploading data file. 
Note: The data file must be less than 100 MB.  

 
4. Click the Private? check box you do not want others to view this data without your username and 

password.  Publicly accessible data will be available to all users.  Leaving the check box blank 
will make the data available for public to search.  
 

5. When done, click the “Upload File” button to continue uploading the file. 
 
 
 



Selecting the Categories you will use to annotate your data 
 
a) Select Global Annotation 
 

 
 
Global Annotations allows the user to annotate the information that applies to all uploaded experiments in 
this data file. 
 

1. Click the check box to select annotations that apply to all the data in the current data set. 
 

2. By default, normalization/summarization and probe_manufacturer are selected.  
 
3. Description 

a. Normalization/summation – A list of normalization and summarization algorithm used for 
comparing different gene. 

b. Probe_manufacturer – The manufacturer that created the probes like Affymetrix, Illumina… 
c. Age_in_days (adult) – The age of the post-natal subject. 
d. Age_in_days(embryo) – The age of pre-natal subject 
e. Gender – male or female. 
f. Species – The species of the subject, currently, the selection are limited to mouse, quail, and 

human. 
g. Stage – the developmental stage of the subject. 
h. Strain – The strain of the subject 

4. Click “Select Annotations” when done selecting. 



b) Select Column Annotation 
 

 

 
Column Annotation allows the user to select which categories will be available when annotating the 
uploaded experiments (columns) by selecting the applicable fields. For instance, if all the uploaded 
data is all from the same brain area, you may wish to select only that brain area to make the annotation 
process easier and faster. 
 
1. Click the check box to select annotations that you would like to apply to the experiments 

(columns) in this current data set. 
 
2. By default, the brain_region and other_region are selected. Also, those annotation fields not 

selected in the global columns are available for selection here as well. 
 
3. Description 

a. Brain_region – A list of brain region structures and tissues is displayed in hierarchical order. 
b. Other_region – Allows the user to enter any tissue or structures name that are not in the 

brain_region list. 



c. Subject_or_group_id) – The id used to identify the subject 
d. Treatment_group – The treatment group identifies the subject(s) of each experiment (column) as 

treated, control or other. Checking this option will make them available for selection. 
e. Treatment_description – allows the user to enter a description of the treatment. 
 

4. Click “Select Annotations” when done selecting. 



Annotating your Data 
 
a) Global Annotation 
 

 
 
Here, the fields selected earlier in Global Annotations are displayed here for the purpose of annotating 
the full uploaded data file.  
 
1. Select the annotation field, and make a single selection in the dropdown list 

 
2. When done, click “Add Annotation” button.  

 
3. Click “Clear Annotation” to deselect all the selections. 
 



b) Column Annotation 
 

 
 
The user will be prompted to annotate each column (experiment) in sequential order according to the 
order in the input file.  The column number and column header are displayed on the top of the screen 
for reference. 
 
1. Select the annotation field that describes this experiment, and make a single selection in the 

dropdown list, or make multiple selections in the list box by holding down the Ctrl key. 
 

2. For the structures not listed in the brain_region list box, you can enter in the other_region text box. 
 
3. When done, click “Add Annotation” button.  

 
4. Click “Clear Annotation” to deselect all the selections. 
  



Done Uploading 
 

 
 
The above message will be displayed when you are done annotating the data file.  
 
You can click the Review Data on the navigation column on left to review the annotation just entered, 
or re-annotate them if necessary.  
 


