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1. When accessing the website https://mtb.nbt.or.th/, you will see the main page of the National 

Biobank of Thailand: TB Web Service, as shown in the figure below. 

 

 

 

 

 

https://mtb.nbt.or.th/?utm_source=chatgpt.com
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2.  To access the TB NGS Analysis Platform, scroll down to the TB NGS Analysis Platform section 

and click the GET START button. 

 

3. After clicking the GET START button, you need to register in order to log in and use the TB NGS 

Analysis Platform. Fill in the required information as displayed and wait for a confirmation email 

regarding account approval. 
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4.  After your account has been approved, log in using the email and password you registered with. 

The system will then take you to the Account Summary page as the first page. Click the 

Dashboard button to begin using the platform. 

 

5. When you click the Dashboard button, the system will take you to the All Projects page. Then, 

click Create New Project.  
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6. When you click Create Project, the system will open the project you have created, with the 

following details:

 

 

 

 

 

 

 

 

 

 

 

 

 

After naming the project, click Create Project. 

Enter a project name in the Project 

Name field. 

1. Click Upload Data  

2. Select the sequencing platform used for the data you want to 

analyze. 

3. The user clicks Choose Files to select the sample files. The file names must follow a specific format, which 
depends on the sequencing platform you selected (multiple samples can be chosen): 

• Illumina/BGI: Paired-end files must end with either _1.fastq.gz and _2.fastq.gz, or _1.fq.gz and _2.fq.gz. 
• Nanopore: Single-end files must end with either .fastq.gz or .fq.gz. 

4. Click the Submit button to upload the data. 
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If the file names for analysis are not in the specified format, the user can define their own file suffix. 

Then, click to select the files and press Submit. 

Column 1: 

Sample Name 

Column 2:  
Platform of the data chosen by the user 

Column 3: 

District 

Column 4: 

Province 

 

Column 5: 

Country 

Column 9:  
Date of data upload 

Column 6: Analysis Status  
(shows the status of data analysis) 

Column 7:  
Upload Status 

Column 8:  
Date of sample collection 

5. Upload metadata via the "Edited metadata" 

button. 

(Before uploading metadata, check the box of  

sample that you want to use for analysis.) 

Choose Platform for 
uploaded data 
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To upload metadata, use the Edited metadata. It will prompt you to download a template file in .xlsx 

format. 

 

 

 

 Example template for Upload Metadata 

 

If the user doesn't know the information, please use “ - ” 

 

 

 

 

 

 

Click the Download template button to get the required file. 

Warning: To prevent incorrect location names (e.g., 

typos), you can't manually type the location. You 

must use the provided dropdown menu in the 

template to ensure the location name is correct. 

Once you've filled in the location names in the template, 

click Save. Then, click Choose File to select the completed 

template and upload it. 

6. After uploading your data,  
please select the data you want 

to analyze.  
 

7. Once you have selected the data 

you want to analyze, click Submit to 

start the analysis process. 

 

If you have uploaded data from multiple platforms, you can 

filter to select only the data you want to use for analysis. 

You can also search for a 

specific sample in this table. 
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When you click Submit, the system will take you to the Submission Preparation page, which includes 

the following details: 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

7. When you click Submit, the system will take you to the NGS Analysis page and wait for the 

processing to finish. 

 

 

 

 

 

 

 

 

Displays the status of the data analysis. Once the data analysis is complete, this 

column will change to a Full Report 

button. 

 

This section displays the platform for the 

Drug Resistance mutation database and 

the Lineage mutation database that the 

user selected. 

Users can select the desired drug resistance mutation database 
from five options: 

• TBDB (2024-05-17) 
• TBDB2023 
• WHO2021 
• WHO2023 
• Custom database (users can upload their own file) 

Users can select a Lineage mutation database (Optional) from four options: 
• TBprofiler (2024-03-15) 
• Thai SNP DB 
• Napier Barcode 
• Custom database (users can upload their own file) 

8. Once the settings are configured, 

click the Submit button. 
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8. Once processing is complete, the system will show the analysis results for your sample, including 

the lineage, sub-lineage, and drug resistance profile. 

 

 

 

 

9. Click the Full Report button on the NGS Analysis page to go to the Results page, where you can 

view the analysis report and download a PDF file with the following details: 

 

 

 

 

Specify what lineage the analyzed sample belongs to 

and what type of drug resistance it has. 

2. You can select the 

sequence to view. 

3. Click the IGV button to view the Genome browser. 

 

4. The user can select the type of Report they want.  
There are three data types to choose from: 

1. Lineage and Drug-Resistant Profile 
2. Variations Profile (Summary data) 
3. WGS Metrics 

 

5. You can download .bam and .vcf files from here. 
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Example of a Genome Browser page, where you can view the position of various genes as needed. 

 



 11 

Example of a Lineage and Drug-Resistant Profile report, which displays a summary of the basic information

Click this icon to download the PDF file of the report. 

Click Back to return to 

the Dashboard. 

You can click on the mutation to display its location 
on the genome using IGV. 
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Example of a Variations Profile, which shows a summary of the data. 

 

Example of WGS Metrics, which provides a summary of the alignment data. 
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10. Click the Phylogenetic tab to create a phylogenetic tree with the following details: 

 

 

 

 

 

 

 
 
 
Note: 
For Phylogenetic workflow options 1 and 2, you must select at least 4 samples. The system will not allow 
you to submit if you choose fewer than 4 samples. 

1. Click the Create Tree button. 

3. Check the boxes next to the data you want 

to use. Note: You can only select data that has 

already completed the NGS Analysis process. 

Submit Phylogenetic data by selecting your desired platform  
(Illumina/BGI or Nanopore). 

4. Select the Phylogenetic Workflow type from the three available options: 
• Phylogenetic tree + Nextstrain (You can select samples with collected 

date, country, and other metadata). 
• Phylogenetic tree 
• Placing tree (This is for creating a Phylogenetic tree to compare a user's 

samples with another tree that was created previously.) 

5. Once you have made all your 

selections, click Submit to start creating 

the phylogenetic tree. 

2. Name your tree in the Tree name field. 
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11. For the Placing tree option, you can submit 1 or more samples. Once you click Submit, the system 

will begin processing with the following details: 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

When the system finishes processing, the Status field will show "Complete." 

 

 

 

Specifies the date (day/month/year) 

the tree was created. 

Users who chose the Phylogenetic tree 

option will have a ✓ in this column. 

Users who did not choose the Placing tree 

option will have a “-” in this column. 

The name of the tree set by 
the user. 

Shows the processing status. 

Shows the number of samples selected by the user. 

The processing status will 

show as Complete. 

Once the system has finished processing, the Progress 
column will display three buttons for viewing the reports: 

• View Phylogenetic tree 
• Nextstrain 
• Clonal 
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11.1 When you click the View Phylogenetic tree button, the system will take you to the 

Phylogenetic tree page.  

09/09/68 

 

 

 

 

 

 

 

 

This data is an annotation for the sample data. 

The user can click to enable this data. 

Displays drug resistance data. If the pathogen has resistance to a 

specific drug, the corresponding circle will turn black. 

Displays drug resistance data using a color-coded bar.  
The data will be shown as Sensitive, Drug-resistant, MDR, and XDR. 

The user can modify the Phylogenetic tree's 
appearance as needed using the tools provided 

by the system. 
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Displays lineage data using a color-coded bar, allowing 

you to compare the sample's lineage by its color. 

Displays sub-lineage data using a color-coded bar, allowing 

you to compare the sample's sub-lineage by its color. 

SNP-distance: Displays data as a heat map. 
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11.2  When you click the Nextstrain button, the system will take you to the Phylogeography 

page 

 

11.3  When you click the View Clonal button, the system will take you to the Clonal page, which 

displays a Heatmap. 
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12. Click the Back button to return to the Dashboard. 

 

 

 

 

 

  

 

 

 

The Dashboard can show the proportion of 

different types of data within the user's project. 

It shows the process status of the 

NGS analysis currently being 

performed. 

DST (Drug Susceptibility Testing) data is 

based on the results from the runs that 

were able to be processed. 
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13. The Account Summary page displays a complete overview of all data. 

 

 


