
A brief tutorial on using the mIMT-visHTS software 



mIMT-visHTS is a software for multiplexing time-resolved protein abundance profiles, 

typically analyzed by isobaric mass tagging strategies.  

A typical multi-dataset comparison workflow The mIMT-visHTS workflow 



Files types 

Reference normalized protein abundance profiles  in 

.csv format (example datasets); mIMT-visHTS performs 

the sum-normalization during the clustering step   

Dynamic link libraries to run some features of the 

application 

The application – PC version only 
The mIMT-visHTS 

package 



Accession Description # Unique Peptides Channel_1 Channel_2 Channel_3 Channel_4 Channel_5 Channel_6

AS-6699 GN=6699 Generic Protein Description 3 1 1.135 1.221 1.131 1.055 0.942

AS-4417 GN=4417 Generic Protein Description 4 1 1.03 1.322 0.965 1.099 1.033

AS-1190 GN=1190 Generic Protein Description 3 1 1.359 0.708 1.206 1.304 1.937

AS-2163 GN=2163 Generic Protein Description 3 1 0.935 1.219 1.068 1.049 0.83

AS-1994 GN=1994 Generic Protein Description 3 1 0.856 0.967 0.963 0.786 0.764

AS-4385 GN=4385 Generic Protein Description 3 1 1.275 0.715 1.442 1.254 2.149

The required dataset input file headers  

Notes 

The GN=IDs must be included in the Description 

The data must be normalized prior to clustering  

 

These profiles are our real data, however we have replaced the Accession and Description 

values with generic ones. 

 



Begin with Model-based clustering steps 



Upload normalized datasets 

Notes 

1. visHTS outputs are not optimized for 4 datasets (use with caution),  however the clustering works. 

2. If 2 or more datasets are entered, a super dataset will be created.  

3. Select the number of clusters and (time point) labels.  

4. Press “Clustering” to cluster. Clustering takes between 1 to 30 minutes, depending on the dataset size 

 



The BIC plot appears at the end of clustering 

Notes 

1. The BIC plot disappears after you close the notification. Please grab a screen shot to preserve this output  

 



visHTS creates the  “mIMToutput” directory that contains the 

clustered data 

Input Directory Output Directory 



Importing a clustered super dataset 



Importing a clustered super dataset 



Change the Y-axis in the Edit dropdown  

Important: use the arrows to change the values. Entering the values manually will crash the software 



Example 1: proteins that behave the same in all three conditions – 

cluster 13 

Choose conditions  

Rename datasets here 

Click cluster to activate bulls-eye 

10 proteins in cluster13 

do not change kinetics  



Example 1: proteins that behave the same in all three conditions 

Choose conditions  

Rename datasets here 

Click cluster to activate bulls-eye 

10 proteins in cluster13 

do not change kinetics  



Example 1: Exporting the protein list 

Retrieve the proteins  

Edit dropdown – allows to copy to clip board 

Record dropdown – allows to build a table and add more protein 

lists during a session 

Exit this window here by 

clicking here! 



Example 1: Protein lists outputs – “Record” output 

Record dropdown – allows to build a table (Start 

function)  and Add more protein lists during a 

session. 

 

“SuperDS_Cluster-append_Screen1” is the output 

file.  



Example 2: Cluster 13 proteins from Baseline (dataset 1) that 

behave differently in M1 (dataset 2) and in M2 (dataset 3) 

Bullseye for M1 

Black – not observed in the M1 dataset 

119 proteins migrate to one of the following 

clusters in M1 



Example 2: Exporting cluster 13 proteins from Baseline that 

behave differently in M1 

“-1” in the table – not observed in the M1 dataset 



Example 2: Cluster 13 proteins from Baseline (dataset 1) that 

behave differently in M1 (dataset 2) and in M2 (dataset 3) 

Bullseye for M2 



Example 3: Cluster 13 proteins that be behave the same in 

Baseline and M1, but differently in M2 



Example 4a: Cluster 18 proteins that behave the same in Baseline 

and in M2,  and not detected in M1 

5 proteins meet criteria 



Example 4b: Cluster 19 proteins that behave the same in Baseline 

and in M2,  and not detected in M1 

No proteins meet criteria 



Example 5: Baseline proteins in cluster 1 that move to cluster 19 

in M1, but do something different in M2 



You can directly look for your favorite protein 

In the Tools dropdown 


