
  
 

Examples of dataset construction & other queries 
 

Question 1: Where do I find a list of animals tested for gene X?  

1. Go to the Populations directory. 

 

2. Use the colonies_to_pipelines_mapping document to determine which pipeline(s) your gene 

of interest was processed through. 

 

3. Find your gene of interest within the correct pipeline folder and download the .csv file. Both 

the gene name and the colony prefix is included in the file name. 

Note that for primary phenotyping data, this will be in either MGP_Pipeline_1, MGP_Pipeline_2, 

Mouse_GP or MGP_Select. The gene may also have been processed through one of the other 

screens such as Expression or a specific infection challenge, so please check these if this is the type 

of data you are interested in. 

4. This will give you the list of mutant animals tested plus the local controls (as defined above – 

the controls processed during the same weeks as the mutants). The unique identifiers for 

each animal are the ID, Mouse Name or Mouse Barcode. 

 

 

Question 2: I want to download all data for test X for gene Y, including mutants, 

controls and a baseline 

1. Follow steps 1-4 for Question 1 above. 

 

2. Go to the Index directory. Look in the index_of_indexes file to narrow down which .csv index 

files you will need to check for the pipeline your gene of interest was processed through. 

 

3. Look in the relevant numbered index files to search for the animals in your population file 

within the mouseID or mouseName columns. 

 

4. The location and filename columns will then direct you to where the raw data for that 

animal and test can be found. 

 

5. Go to the Pipelines directory to access the raw data for each test. Select the pipeline stated 

in the filename for your population then go to your test of interest.  

There may be one or more folders within the test folder if there were different data types generated 

as part of the test (e.g. observation values and images). 



  
6. The specific numbered file containing the measurements of interest is that listed in the index 

file checked during step 2. 

 

7. To assemble a baseline, take a note of the baseline ID specified in the population filename. 

e.g. in the following file acbd5_tm1b(eucomm)wtsi_(ID-12488_BaselineID-94795)_PMAJ_(57-
ROWS).csv the baseline ID is 94795. 
 

8. The baseline files can be found within the Baselines directory. Match up the ID from your 
population filename with the ID in a filename here. 
 

9. The raw data for the list of animals in the baseline file will need to be found in the same way 
as those in the population file, by following steps 2-6. 

 
 
 

Question 3: I want to access all the wildtype/control data for test X 

1. We suggest you use control data from a single pipeline (unless you are doing a comparison) 
and combining all control data is not appropriate due to differences in the pipelines over the 
lifetime of the Mouse Genetics Project. 
 

2. Take a look at the Pipelines document in the Documentation folder to select a suitable 
pipeline. 

 
3. The baseline files can be found within the Baselines directory. The pipeline and genetic 

background within the filenames will help you select the appropriate file.  
 

4. This will give you the list of control animals of that genetic background tested on that 

pipeline. The unique identifiers for each animal are the ID, Mouse Name or Mouse Barcode. 

5. The raw data for the list of animals in the baseline file will need to be found in the same way 
as detailed above in answer to Question 2, steps 2-6. 

 
 

 

Question 4: How do I find out what was considered significant/not significant 

when line X was phenotyped? 

1. Go to the Heat_Map directory. 
 

2. For a visual representation, download HeatMap.xlsx 
 



  
3. The Legend tab and the Heat_map.pdf document will help you understand the colours to 

determine if the results of any test performed on a line were considered significant. 
 

4. The HeatMapCalls.xlsx file will detail specific parameters measured in each test deemed 
significant and also give the corresponding Mammalian Phenotype (MP) term(s). 
 

 
Appendix: Worked example of dataset construction 
Note that the following screenshots were taken using Mozilla Firefox 85.0.2 and will likely appear 
visually different on other browsers. The functionality should be the same, however.  
 
 
Q: I want the raw haematology data for the Kcne2 line of mice plus controls. 
 
 

1. Find out which adult phenotyping pipeline this line was processed through. Go to 
Populations and open colonies_to_pipelines_mapping.pdf 

 

 

 
 



  
2. By searching this document, we can see that there is data for this line from the Mouse GP 

pipeline. 
Note: for general details about this pipeline, we can look in the Documentation subdirectory.  

 

 
 
 

3. Still in the Populations subdirectory, go to the Mouse_GP folder and search for either the 
gene name (Kcne2) or colony prefix (MCSJ) to locate the correct file to download. 

 
 

 
 
 
 

4. In the below screenshot showing a subset of the .csv file indicated above, we can see 
columns which will be important later: 

a. Unique animal identifiers: any of ID, Mouse Name, Mouse Barcode (highlighted 
blue). 

b. Cohort type (highlighted green): Control or Subject and Genotype (highlighted 
yellow) which shows that for this line the subjects were homozygous. 

c. Sex (highlighted orange) to help us split the data for analysis appropriately.  
 

 
 
 



  
5. Now we have our list of animals, we can use these to find the raw data for haematology. At 

the top level, go to the Index directory and open index_of_indexes.pdf 
 

 
 

 
 
 

6. In this file we can see that the indexes for data from Mouse GP are in index files 35 – 50 so 
we only need to search 16 files, rather than all 51. 
 

7. The relevant index files will then need to be searched for where: 
a. The mouseId or MouseName (from the index) matches an ID or Mouse Name in the 

population file 
AND 
b. The sopId in the index file matches your test of interest (in this case Haematology) 

 
8. The rows within the index files where the above two conditions are met should be extracted 

and combined to create a dataset of haematology data for the Kcne2 line. 


