Annotation Manager

Annotation Manager

Before we start, download the file Rat_AB1700_Annotations_09.06.txt from the course homepage, by right-clicking on the link and select “Save Link As”. 
1. Open the RatBrainProfiling.pro project file.

2. Select a node in the project tree that you want to add some annotation to.
3. Open the Annotation Manager (ID Linker) [image: image1.png]


 or select it from the Methods menu. 

4. Click the Add annotation – manual  tab

5. Locate the file “Rat_AB1700_Annotations_09_06.txt” by clicking the [image: image2.png]


 button
6. Click the Auto set button to automatically find a key column in the dataset that map to a key column in the dataset. J-Express selects the column that has the most matches with one of the columns in your dataset. This column will now turn blue. Sometimes it doesn’t select the preferred column to use for matching, so always double check that it selects the correct one, or simply do it manually. To do this step manually, set the Data set key column to Probe ID and press the Set key column button and click on the Probe_ID column in the spread sheet and see that the column turns blue
7. Press the button Select columns to import and click once on some columns that you would like to import. Columns selected for import will turn green.
8. Click the Set header button and then click on the first row in the table. The header now turns red. 
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9. Click the button Create mapping and put into dataset (once)

We have now added a new Identifier Column with gene product information. The id file could be any tab-delimited file with identifiers as long as there is a column that links the rows in the dataset to the rows in the text-file. (see the user help for more information about the Annotation manager). 
