User Manual for the MTB NGS Analysis Platform
for Drug Resistance Interpretation and Lineage Classification

of Mycobacterium tuberculosis



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.
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Mycobacterium tuberculosis (MTB) causes a major public health problem. With the high prevalence of MTB in Thailand, the World Health
Organization (WHQ) has historically identified Thailand as one of the high tuberculosis (TB) burden countries, a group characterized by a significant
number of cases across TB infection, co-infection with HIV (TB/HIV), and multidrug-resistant TB (MDR-TB). The increasing incidence of drug-resistant
TB significantly hampers the success of TB control programs due to higher treatment failure rates, Often, newly diagnosed TB patients are prescribed
multiple drugs empirically because standard TB drug sensitivity testing can take up to two months. Such practices can inadvertently promote a higher
incidence of TB drug resistance. Consequently, the WHO recommends the use of TB whole-genome sequencing (WGS) within standard TB control
programs, encompassing diagnosis, prediction of TB drug resistance, and TB spread management. WGS offers advantages in terms of speed and cost-
effectiveness, making it increasingly a standard practice in public health. However, TB WGS generates large sequencing data files, requiring complex
bioinformatic operations that can be challenging for TB interpretation personnel. Addressing this challenge, we are developing a computational platform
to assist in accurate TB drug resistance prediction using Next-Generation Sequencing (NGS) analysis. The resulting computational prediction of drug-
resistant TB aims to promote the construction of an up-to-date national TB genomic portal, offering a prototype for TB drug programs in Thailand.
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| MTB NGS Analysis Platform
i ’ Full scale NGS analysis platform for research support. Including lineage
S— and drug resistant prediction, genome browser to explore your data,
— | . C— phylogenetic tree, outbreak analysis, structural variant analysis etc.
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https://mtb.nbt.or.th/?utm_source=chatgpt.com

2. To access the TB NGS Analysis Platform, scroll down to the TB NGS Analysis Platform section

and click the GET START button.
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Full alysis platform for research support. Including lineage and
dr on, genome browser tc plore your data, phylogenetic
— tree, outbreak analysis, structural variant analysis etc
—

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

recarding account approval.

Sign Up

Cancel Forgot Password?



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.

TUBERCULOSIS DevNET (O
Account Summary

@ Account Summary TOTAL PROJECT TOTAL SAMPLE

7 71 14

Dashboard

Manua S
User Manual NGS Analysis status NGS Analysis  Phylogenetic DST

Contact Us

|

— sensitive : 32

71

Sample

MDR : 14
@ senstive @ MOR resistant XOR @ MDR-TB

@ Complete Run Queve Fall @ Other Pre-XDR-TB

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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All Project

Project : Project200224 o Project : testWHO02023 en Project : tost. WHO2023.V2 [CaC)
Total Sample : 17 Total Sample : 14 Total Sampla : 5
Total Phylogenetic tree : 3 Total Phylogenetic tree : 2 Total Phytogenetic tree : 0
NGS Analysis status NGS Analysis status NGS Analysis status
S wm o @ oo
Phylogenetic status Phylogenetic status Phylogenetic status
nom 100w
osT osT osT
————— C— o e — .
Project : Test. WHO2023_RUN1 © Project : TEST_workshop en Project : Test_Pimonwan o
Total Sample : 19 Total Sample : 1 Total Sample : 1
Total Phylogenetic tree : 9 Total Phylogenetic tree : 0 Total Phylogenaetic tree : 0
NGS Analysis status NGS Analysis status NGS Analysis status
o o
Phylogenetic status Phylogenatic status Phylogenatic status
200w
oST osT osT
- rew
Project : Major_test © o +
Total Sample : 18
Create New Project
Total Phylogenetic tree : 0

NGS Analysis status

200w
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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):

ProjectName

Project Name

Create Project

<4— Enter a project name in the Project

Name field.

After naming the project, click Create Project.

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

following details:

Data Store NGS Analysis Phylogenetic
Show 10 % entries Sequence Platform IWumina
D Sample Name Platform District Province Country

- Search:

Data Upload

Analysis Statu
nalys| s Dare

Upload Status Collected Date Delete

Neo data available in table

Showing 0 to 0 of 0 entries

&2 Sequencing Platform

O Iwmina /
86!

Nanopore

B Batch Upload

Previous Next

Upload Data Edited metadata

1. Click Upload Data

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

Single or multiple sample upload

The specific suffix for paired fastq file can be defined in the ad
Advance Options

Fastq File

Choose Files

We only accept compress FASTQ file (fastq.gz or fq.gz) as input. For window users, ".gz" file can be created by WinRAR or 7zip program.
For Illumina or BGI data, accept only pair end data. By default, we accept “_1.fastq.gz and _2.fastq.gz” or “_1.fq.gz and _2.fq.gz" as forward and reverse file suffix.
For Nanopore data, accept only single end data. By default, we accept “.fastq.gz" and “.fq.gz" as file suffix.

f

Illumina/BGl: Paired-end files must end with either 1.fastg.gz and 2fastq.gz, or 1.fg.ezand 2fqg.gz.

Nanopore: Single-end files must end with either .fastqg.ez or .fg.gz.

)

4. Click the Submit button to upload the data.
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+ The specific suffix for paired fastq file can be defined in the advance options.

Advance Options

Define file suffix

reverse respectively.

Forward file suffix

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.

Use this advance option to define your own specific suffix file. For example you have “sample_r1.fq.gz and sample_r2.fq.gz", your suffix should be “r1.fq.gz and r2.fq.gz" for forward and

Reverse file suffix

Column 3:
Choose Platform for Column 8:
District .
uploaded data Date of sample collection
Column T7:
Upload Status Column 9:
Date of data upload
Show| 10 & entries Sequence BGI v Searcif:
Platform
v
Sample Name Platform District Province Country Anvwiysle Uplosa Collactud Pats Ul Delete
Status Status Date Date
Upload
SRR19857396 BGI - Kanchanaburi  Thailand [ Analysised . Pload — 2007.05-09  01-09-2025 (]
) Upload
2 |srr19857395 BGI Bangkok Thailand Completed | 2007-08-09 | 01-09-2025
Upload
SRR19857394 BGI - Roi Et Thaitand  [CAnalysised | P 2007-09-18  01-09-2025
Upload
€ |srr19857392 BGI Kanchanaburi  Thailand Completed  2007-11-07  01-09-2025
. - Upload
SRR19857393 BGI - Bangkok Thailand Analysised & FR 2007-09-22  01-09-2025 0]
1 A A
Showing 1 td 5 of 5 entrie Previous Next
Column 1: Column 5:
Upload Data
Sample Name Country
Column 4:
. 5. Upload metadata via the "Edited metadata"
Column 2: Province
Platform of the data chosen by the user button.

Column 6: Analysis Status

(shows the status of data analysis)

(Before uploading metadata, check the box of

sample that you want to use for analysis.)




To upload metadata, use the Edited metadata. It will prompt you to download a template file in xlsx

format.

Click the Download template button to get the required file.

}

We accept only “.xlsx” file that follow our template provided here: Download

Upload Meta Data

""Cautions: The location name must be correctly type. You can check the correctness of spelling from this file: Download

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

] . ) ) typos), you can't manually type the location. You
Once you've filled in the location names in the template,

must use the provided dropdown menu in the
click Save. Then, click Choose File to select the completed

) template to ensure the location name is correct.
template and upload it.

Example template for Upload Metadata

A B C D E E G H I J K
platform district province | country Collected Date History of tub losi i Chest X-ray results | Current medicati Workplace
SRR31697453  Nanopore - Bangkok Thailand 2023 - - = = -

If the user doesn't know the information, please use “ -7

) You can also search for a
If you have uploaded data from multiple platforms, you can

) , specific sample in this table.
filter to select only the data you want to use for analysis.

Data Store NGS Analysis Phylogenetic

v

Show 10 # |entries Sequence Platform 8GI ~ Search:
Sample Name Platform District Province Country Analysis Status Upload Status Collected Date - Data Upload Date"  Delete
SRR19857396 BGI - Kanchanaburi Thaitand [(Analysised | Upload € 2007-05-09 01-09-2025
SRR19857395 BGI - Bangkok Thailand [Analysised | Upload C 2007-08-09 01-09-2025
SRR19857394 BGI - Roi Et Thaitand [(Analysised | Upload C 2007-09-18 01-09-2025
SRR19857392 BGI - Kanchanaburi Thailand [TAnalysised | Upload C 2007-11-07 01-09-2025
SRR19857393 BGI - Bangkok Thaitand ((Analysised | Upload € 2007-09-22 01-09-2025 @
A

Shoyving 1 to 5 of 5 entries Previous Next

[ 4

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

to analyze.




When you click Submit, the system will take you to the Submission Preparation page, which includes

the following details:

Analysis setting [ I | umina © fack

B Sample Select: (B EEenm CoeEm CL0

08 Drug Resistance mutation detabese | ¢ Users can select the desired drug resistance mutation database
© TBDB (2024-05-17) from five options:
TBDB2023
WHO2021 L] TBDB (2024*05*17)
\Hozoz o TBDB2023
Custom database
e WHO2021
X Lineage mutation database (Optional)
e WHO2023

© TBprofiler (2024-03-15)
Thai SNP DB

Napier Barcode

Custom database

e TBprofiler (2024-03-15) 8. Once the settings are configured,

e Custom database (users can upload their own file)

Users can select a Lineage mutation database (Optional) from four options:

o Thenmne click the Submit button.
e  Napier Barcode

e  Custom database (users can upload their own file)

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

processing to finish.

Data Store NGS Analysis Phylogenetic

Show 10 = entries Search:
Lineage Sub-Lineage Drug profile Drug database Lineage database
AlL ~ ALl ~ AlL ~ Al v All R
Sample ID Status Lineage Sub-lineage DR type Detail DRdb Lindb Date Anslysed Platform
ERR718197 Runsing ® Fr @ : ® -fl-wm " TBerofiler Thai SNP DB 29-11-2021 Mlurina (s |
asiotypeCaller

A
Showing 1 to 1 of 1 entries I Previous n Next

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

column will change to a Full Report This section displays the platform for the

button.

Drug Resistance mutation database and

the Lineage mutation database that the

user selected.




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

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

Sample ID Analysis status I Lineage Sub-lineage Drug resistance I DRDE  # Lineage DB Analyzed date Seq platform
01082025 sl

SRR19857396 [ FullReport MMM lineage2 | [ lneage221 | - TBDB_2024-05-17 TBprofiler
SRR19857395 [ lineage1 | TBDB_2024-05-17 TBprofiler 01-09-2025 BGI
SRR19857394 | FullReport | [ Uneagerii | TBDB_2024-05-17 TBprofiler 01-09-2025 BGI
SRR19857392 [ FullReport N lineage2 | TBDB_2024-05-17 TBprofiler 01-09-2025 86l
SRR19857393 [ FullReport WM tineagel | [ tneagerii | TBDB_2024-05-17 TBprofiler 01-09-2025 BGI

Specify what lineage the analyzed sample belongs to

and what type of drug resistance it has.

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

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

Sample ID Analysis status Lineage Sub-lineage Drug resistance DR DB L Lineage DB Analyzed date Seq platform
SRR19857396 [ FullReport M lineage2 | [ tineage221 | TBDB_2024-05-17 TBprofiler 01-09-2025 BGI
SRR19857395 [ lineage1 | TBDB_2024-05-17 TBprofiler 01-09-2025 BGI
SRR19857394 | lneage1 | [ tneage111 ] TBDB_2024-05-17 TBprofiler 01-09-2025 BGI
SRR19857392 [ FullReport | TBDB_2024-05-17 TBprofiler 01-09-2025 BGI
SRR19857393 [ lneage1 | [ tinesge111 | TBDB_2024-05-17 TBprofiler 01-09-2025 BGI

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

Result

FastQC~ | IGV I |Rep°“' | Download | = 5 You can download .bam and .vcf files from here.

T

4. The user can select the type of Report they want.

FastQC 2
\ There are three data types to choose from:
Summary 2. You can select the ) . .
1. Lineage and Drug-Resistant Profile
sequence to view. o L ) o
@ Basic Statistics 2. Variations Profile (Summary data)

° Per base sequence quality 3. WGS Metrics

Q Per tile sequence quality

Q Per sequence quality scores
° Per base sequence content
Q Per sequence GC content

@ Per base N content

o Sequence Length Distribution
Q Sequence Duplication Levels
@ Overrepresented sequences

Q Adapter Content



© Back

Result
FastQC=  IGY  Report®  Download
IGV hipssi_3ieb2s  Chromosome2,205.747-2205.788 Q) 40bp ‘Seiei Tracks | (_Crosshairs ) ( Carter Line | (TS T ((Sarmple Names ) (Save image e—o
C I J
o

(ERRT75784 velgz)
S S S S S S S S S S S S S S SR Iu
I S S S S S S S S S T S S T T S S S S S S S S S S S S S S S S W S W W

Example of a Genome Browser page, where you can view the position of various genes as needed
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oevrier (@)

FastQC* GV Report®  Download

Mycobacterium Whole Genome Sequencing Report
Click Back to return to

Specimen 1D : ERR775784 Report Date : 06 August 2024 Sequencing platform - |[lumina

Serenary ofFnding: The specionen s st for byelomcisi iberudose{ rmegel1|. the Dashboard.
It is predicted to be resistant 1o 15 antibiotics | Levofloxacin, Moxifloxacin, Clofanimine, Delamanid, Ethionamide, Rifampicin, Bedaquiline, Streptomycin, lsoniand, Pyrazinamide, Linezolid, Cay PVYCI, A il Scan,
Ethambartol, Kanamycin |

Spoligotype : 11111111111111111111111111111111010011 11117777 T7TT 764771

Unesge : Mycsbactarvm ubsrculsis {Unesgez 11 Click this icon to download the PDF file of the report.
Disgross; (ETPTETETEED
Assaciated with drug resistance : [N, [1scminzid [ Ritarmpicn |

 Levoftanacin ] Morifiomacin | Kanarmycin | Amikacin | Straptomrin | Eusionamide | Clofatimins | Bedeguitinn | Dvtomanic ]

Drug Resistance database : WHO2023

Lineage database : TBprofiler

owrs s [
s e T T [ imicienc ]
e e [ oo Romscoinsrin I nncrssicin Lovon swmrci |
Pratname etk
Steprzmnyan Ao [ #vaérrcinvaiesia |
f—
o e o
Uevoncnacn Aestart [ haarrcipoissia ooz B o sessnn L onnvovscare: ]
s e [ e vurena | - 7 T
PR
s e T T
— — WIS You can click on the mutation to display its location
o e
R— [r——— .
eoiomrien e e T on the genome using IGV.
Crmmn [r——
st Reistart [ ~estwcirionm B pmeauressisio B avtipresine |
et Amsstare [ #cip saso5To |
-nmmmm -mmu—v-nm Lol | - - Interim -Mummmwﬂm
IGV rpsir dssdsia  Creomasomez. 2081472205706 | QL 40bp (et e ) Crossnans ) (_Gener e ) (T (Samoe tames ) (Save e ) (@) em— ()

-]
-]
=
o
o ©

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

FastQC-  IGV  Report~

WGS Metrics

Example of a Variations Profile, which shows a

Download

Coverage High Quality Histogram

120000

100.000-

80.000.

60.000.

high quaity covarage count

[
o

5

L —

Chamg rass by ehromosoma

[e—

Variaetss by type

4411532

W15 20 25 30 35 40 45 S0 55 60 65 70 75 80

Example of WGS Metrics, which provides a summary of the alignment data.

‘SnpEff: Variant analysis

Lo
samm
sansm

PCTIX®
PCT_SX B
PCT.0X®
PCT.I5X@

mrum0mn

it

i

4anmz

e

summary of the data.

-
-

SOOI o/ T I137 0o MO TSNP EFETIS197 01

85 90 95 100 105 110 115 120 125 130 135 140 145 150 155 160 165 170 175 180 185 190 195 200 205 210 215 220 225 230 235 240 245 250

coverage

B osex
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10. Click the Phylogenetic tab to create a phylogenetic tree with the following details:

DataStore  NGS Analysis  Phylogenetic

Tree 1D Status

Showing 0 to 0 of 0 entries

TUBERCULOSIS

Number of Sampte

No data available in table

Back Bone Tree

2. Name your tree in the Tree name field.

Placing Tree Date Create Edit tree

Previous  Next

( Create Tree )

!

1. Click the Create Tree button.

DevNBT @
=

Create Tree © Back
Home
@ Dashboard 2% Choose sample
Ilumina / BGI Nanopore
Show 10 % entries Search:
Lineage Sub-Lineage Drug profile Drug database Lineage database
All Al All TBDB_2024-05-17 TBprofiler
Sample Name Lineage Sub-tineage Drug profile DR db Lin db District Province Country Collected Date
T 4
SRR19857396 [ Unesge2 | [ tnesge221 | Pre-XDR-TB Bon i:z e TBprofiler Kanchanaburi Thailand 2007-05-09
T8DB_2024-05
(-] SRR19857395 [ tinesger ] RR-TB 5 TBprofiler Bangkok Thailand 2007-08-09
TBDB.2024-05-
©  sRR19857394 [ Uneager | MOR-TB S TBprofiler Roi Et Thailand 2007-09-18
TBDB_2024-05
©  srRises7ies [ Unesger ] MDR-T8 1 TBprofiler Bangkok Thailand 2007-09-22
TBDB_2024-05. A
SRR19857392 [ tnesge2 | RR-TB 3 TBprofiler Kanchanaburi Thailand 2007-11-07

Showing 1 to 5 of 5 entries

17

previous [ wen

% Choose Phylogenetic Workflow

© Phylogenetic tree + Nextstrain
"Run nextstrain. Available only on data that have Country and Collected Date. Must has variation in Collected Date.
Phylogenetic tree
Placing tree

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.

° Phylogenetic tree

date, country, and other metadata).

samples with another tree that was created previously.)

4. Select the Phylogenetic Workflow type from the three available options:

° Phylogenetic tree + Nextstrain (You can select samples with collected

e Placing tree (This is for creating a Phylogenetic tree to compare a user's

Note:

5. Once you have made all your
selections, click Submit to start creating

the phylogenetic tree.

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.
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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:

Shows the number of samples selected by the user.

Progress

DataStore  NGSAnmalysis  Phylogenetic
Show 10 @ |entries
Tree 10 Status
bl ——
Showi o 1 of 1 entries ‘ ‘

The name of the tree set by

Search:

Number of Sample

4

Back Bone Tree:

v

Date Create

Plcing Tree I

2021-11-30

Edit tree

A

A A

Shows the processing status.

Users who chose the Phylogenetic tree

option will have a Vin this column.

Previous n Mext

Specifies the date (day/month/year)

the tree was created.

Users who did not choose the Placing tree

option will have a

« »

in this column.

Phylogenetic

the user.
Data Store NGS Analysis

Show 10 & entries

Tree ID Status
tree_test? Complete
placingd2 Complete
test_treef Complate
placing Complete
tree_test6 Complete
test_treeS Complete
‘test_tree3 Complete
test_tree2 Complete
tree_test Complete

Progress
[ View PrtopenaicTree ] e TR
[ o Prtepenet res ] e TR
LT I S
[ i Prtcpenasires ] e — TS
[ Vi PricgenancTros ] e — TS
T T S
[ view Prtcgmnaticres ] b [T

Showing 1 to 9 of 9 entries

/N

Number of Sample

10

O T T R RS

Search:

Placing Tree Date Create
2023-07-20
2023-07-19
2023-07-19
Thai backbone tree 2023-07-19
2023-07-19
2023-07-19
2023-07-19
2023-07-19

2023-07-19

Previous Next

The processing status will

show as Complete.

e Clonal

e  Nextstrain

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

e View Phylogenetic tree

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

Create Tree

14




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

Phylogenetic tree page.

ITOL wao

O TreeofLife % Upload  «f Datasharing @ Help ~

#) Signin &+ Register

Q Tree scale: 0.1 —— Control pllﬂl * A —
Q Basic Advanced Datasets Exp
@\ Mode Circular Rectangular Un
@ Rotation: 0°
Mode Branch lengths: Use Ie
options Invert tree: Yes
@ \ The user can modify the Phylogenetic tree's Stanted: _
Labels Display
appearance as needed using the tools provided » Font: Al
by the system. SRR19857396 Fontstyle: 200+ < ([l E
SRR19857392 Label Position: Aligned A
[ SRR19857395 options i ment: Left i
I: SRR19857394 Rotation: On
SRR19857393 Shift: [0
@ Tree views D Undo ® Reset
- - tree
Datasets kAP N
This data is an annotation for the sample data. L = g"’gs z g
rug-t
The user can click to enable this data. = SNP_distance  Off @&
Lineage off @
. Sub-Lineage off &
09/09/68
Datasets b APSAAN
£
K Ml onuss Lo il
H g
§,§ E TP s5s5 o - Drug-Resistant ~ Off &
§§?§§§§Ei§§§§3é§§ B s\edistance  off ©
% Eigggggég‘néiég .Lineage Off@
T 08888 8888 688 88
SRR19857392 ¢ ) C _1i
’7 SRR19857395 OO o] sl 1 oe - Sub-Lineage off @&
E SRR10857394 i()()i;si@isiosi()()
SRR19857383 QO O O @@)]
Drug-Resistant
[7] sensitive
| RR-TB T~
W v lays d d lor-coded b =
Displays drug resistance data using a color-coded bar.
B voR-TB pray s E Drugs off
[ Pre-XDR-TB The data will be shown as Sensitive, Drug-resistant, MDR, and XDR. . Drug-Resistant [ | &
Il xoR-TB . SNP_distance off &
of .
I Oter B Lineage off @

SRR19857396 [
SRR19857392
SRR19857395

EEEE—
E SRR19857394
SRR19857393

. Sub-Lineage off ©&

15



Lineage
B tineaget
. lineage2 Datasets : ‘,._ A
Drugs off
— SRR19857396 = o 9 Resi — g
— SRR19857392 rug-Resistant
[ SRR19857395 [l sve_distance  0ff @
L [— SRRtsasmsas B Lineage ["on 1]
SRR19857393 . Sub-Lineage off ©
Displays lineage data using a color-coded bar, allowing
you to compare the sample's lineage by its color.
Sub-Lineage
[7] tineage1.1.1
. lineage1.2.1.2.1
B lineage2.2.1

[] lineage2.2.1.1

SNP_distance
0
174
348
522
696
871

Datasets 2N

srr198s57396 [ [l oruss off &

SRR19857392 . Drug-Resistant ~ Off &

- SRR19857395 . . SNP_distance off &

I: SRR19857394 . Lineage off &
SRR19857393

. Sub-Lineage  [Ef| ®

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

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

1045 ’;
1219

1393
1567
1742

040w
+
g gg § § Datasets £ N
22222 . Drugs off @&
[
555%5% . Drug-Resistant  Off &
SRR19857396 )
SRR19857392 I svp_distance  [EXY) ©
[ SRR19857395 . Lineage off &
SRR19857394 .
[ -Lin off
SRR19857393 I sub-Lineage 8

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

Nextstrain © Back

tered > &
Phylogeny ZOOM TO SELECTED Geography RESET ZOOM
Uneage A
B tineage2
SRR11662128
ot $ e
SRR11662130
SRR11662136
!
SRR11662176 LS = &
4 1N -
1985 1995 2005 2018 W e 3, T, 3y
Date { N ¥ Loafiet | © Openstreetiap contributors
This work is mad ble by the of g of ¢ data by research g f 0 th rld. We gratefully acknowledge t nt
Filter by Loc v ~
Filter by Lineage (n=1 -~
ta upd 07-14 « &DC OAD L 2.38.0

d by Nextstrain (Hadfield et al Bi

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

displays a Heatmap.

Clonal & Download @ Back

Total SNP : 1495
SNP cutoff (Total SNP * 0.004000000189989805) : 6

SRR11662136

SRR11662176

SRR11662128

SRR11662130

SRR11662136
SRAR11662176
SRAR11662128
SRR11662130

230

[




12. Click the Back button to return to the Dashboard.

TUBERCULOSIS

Dev NBT

All Project
Account Summary Project : Project200224 en Project : testWH02023 e Project : test. WH02023_V2 en
Total Sample : 17 Total Sample : 14 Total Sample : 5
@ Dashboard Total Phylogenetic tree : 3 Total Phylogenetic tree : 2 Total Phylogenetic tree : 0
User Manual NGS Analysis status NGS Analysis status NGS Analysis status
= 100% 5] @ 0w €  100%
Complete Complete [~
Contact Us s i
Phylogenetic status Phylogenetic status Phylogenetic status
100 100%
Cometate Comptete
osT DST psT
wm e 100 e o -~
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The Dashboard can show the proportion of

DST (Drug Susceptibility Testing) data is different types of data within the user's project.

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.

TUBERCULOSIS

Account Summary

# Account Summary

TOTAL PROJECT

8

User Manual

NGS Analysis status

Contact Us

@ Complete Run

NGS Analysis

TOTAL SAMPLE

104

Phylogenetic

DevNBT @
=
32
DST
Othx —_
sensitive : 41
@ sensiive ) MOR resistant XDR

#) Pre-XDR-TE () RR-TB MDR-TE ([l Other
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