
Instructions for running a model on a local machine 

JADBIO allows the user to download a model and run it on a local machine.  

To run our model locally, the user must meet the following requirements: 

1. Java SE Development Kit version 17 (https://www.oracle.com/java/technologies/javase/jdk17-
archive-downloads.html)  

2. the Java executor (contained in model.zip - filename: jadbio-1.4.55-model-exe.jar)  

3. created models based on enzymatic reactions, metabolic pathways and predicted microbial 
metabolites (contained in model.zip - filenames: ecs.bin, pathways.bin, PredictedMetabolites.bin) 

After installing Java SE JDK, model.zip must be saved somewhere on the local machine. After saving 
model.zip, provided by the authors, the folder must be extracted (e.g. with WinZip, 7zip). The model 
must be executed with the command prompt (cmd) (Fig. 1, 2). 

Step 1 

Using the cd path command (Fig. 1), the user navigates to the same directory (e.g. Folder) that 
contains the model executor (.jar) and the model (.bin). 

 

Figure 1. First command to navigate to the folder containing the model. In this case, we used the cd 
C:\Users\LDeutsc\Desktop\preterm models command because Executor and Models 

were in the preterm models folder on the desktop. 

 

Figure 2. The two files needed for the overview of the model. Both files are contained in the 
model.zip folder. 

Step 2 

The next step is to preview the model using the following command: 

Java --enable-preview -jar jadbio-1.4.55-model-exe.jar -n <NAME OF THE 
MODEL>.bin 

This allows the user to get an overview of the model, key features and information about the analysis 
(which algorithm was used, version of JADBIO and other information about the model) (Fig. 3). 



 

Figure 3. Overview of the models for (a) enzymatic reactions, (b) metabolic pathways and (c) 
predicted metabolites. 

Step 3 

To test the model, the user must prepare data. For the model to work properly, the output of HUMAnN 
3.0 and MelonnPan must be used. The user needs to prepare the dataset as shown in Figure 4 and save 
it in a .csv document (comma separated values). Names of features must be prepared in a way, that is 
presented in preview of the model (section named Signature variables). After preparation, the 
prepared dataset must be saved in the same directory as the model executor and the model itself. 

 

Figure 4. Prepared datasets for enzymatic reactions (a), metabolic pathways (b) and predicted 
metabolites (c). 

 
 
Step 4 



 
After saving the dataset, the user must use the next command in the terminal: 
 
java --enable-preview -jar jadbio-1.4.55-model-exe.jar -m <NAME OF THE 
MODEL>.bin -i <NAME OF PREPARED DATASET>.csv -o result.csv 
 
This command runs the model on test data (<NAME OF PREPARED DATASET>.csv in our case) and 
creates a new dataset with predictions (result.csv) (Fig. 5). 

 

Figure 5. Executing the model and creating the result .csv file with predictions in the same directory 
based on a given enzymatic reactions (a), metabolic pathways (b) and predicted metabolites (c).  

Step 5 

After model execution, the user can check the calculated predictions by opening the .csv file directly 
by clicking on the created .csv file and opening it in any data analysis program (Excel, Past, R ...). As 
shown in Fig. 6 the model classifies the data between two groups (preterm and control). The first 
column is the same as in the test data created by the user.  

 

Figure 6. The newly created .csv file with predictions calculated from enzymatic reactions (a), 
metabolic pathways (b) and predicted metabolites (c). 

 


