Gen2Epi GUI Quick Tutorial
Locations and Name of the Test DATA Used in this tutorial:
Main Data directory: “/home/gen2epi/Desktop/Test DATA”
Fastq files: “/home/gen2epi/Desktop/Test DATA/WHO_Data”

Genome files:
“/home/gen2epi/Desktop/Test DATA/WHO_Full Reference genome/Chromosome”

Annotation files:
“/home/gen2epi/Desktop/Test DATA/WHO_Genome Annotation/Chromosome”

1) Click on the “Gen2EpiGUI” icon on the Desktop to start the program.
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2) To use the program please follow the instruction as given in “Introductory Demo” under
Help menu on the top right-hand side. For detailed usage please see the description

below:

a. Introductory demo: A quick tutorial on “how to use Gen2Epi GUI on test

dataset”.

b. User Manual: A step by step guide on “how can users analyze their own data
using Gen2Epi GUI”.

c. Reference Guide: This document describes the complete command line usage of
Gen2Epi vO0.1.

Please Note: For beginners “Introductory Demo” is highly recommended.
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«Qiuck Test = Please see under Help-> IntroductoryDemo User Manual
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3) Load the input text (tab separated text file describes the name of all fastq files) file by
clicking on the “Open Project” and browse (and open) the file as shown in the picture
below. “Input” file is present in the Test DATA folder at Desktop.

Gen2EpiGUI
Project Data Cleaning Assembly AMR & Strain View Output Files
Open Project === Cirl-o
Set Output Directory Choose Project Input File x
Set Input Directories “lee under Helf| pyectory: IhomelgenepiDeskiopTest DATA _,I
Prepare Input Ctrl-p £7 Outt D Input
- O t I ri o

Exit Program cuix [ed only to dis||S v’ o 1 by the user. It cannot be edited.

£ WHO_Full_Reference_genome [ Plasmid.fasta.nhr

3 WHO_Genome_Annotation [) Plasmid.fasta.nin

[ Demo.pdf [ Plasmid.fasta.nsq

File name: |Input Open ﬂ._

— | cancel |

You will see following **SYSTEM** message in the window which shows that the “Input”
file is successfully loaded.

Gen2EpiGUI - PROJECT OPEN: "/home/gen2epi/Desktop/Test_DATA/Input"

Project Data Cleaning Assembly AMR & Strain View Output Files

Please See:

Qiuck Test = Please see under Help-> IntroductoryDemo

This text window is used only to display and record feedback from actions taken by the user. It cannot be edited.
**SYSTEM** File /home/gen2epi/Desktop/Test_ DATA/Input chosen by user.

**SYSTEM** Project Working Directory set to /lhome/gen2epi/Desktop/Test_DATA.




4) Set the output directory by clicking on “Set Output Directory” under “Project” menu.

6)

Browse the path (where you want to save the output files generated by Gen2Epi e.g. in this
case path is “/home/gen2epi/Desktop/Test DATA/”) and click open.

Gen2EpiGUI - PROJECT OPEN: "/home/gen2epi/Desktop/Test_DATA/Input"

Project Data Cleaning Assembly AMR & Strain  View Output Files

Open Project Ctrl-o
Set Output Directory g Choose a Directory x
Set Input Directories -lee under Help-> |
Directory: /home/gen2epiDesktopTest_DATA _:| (=]
Prepare Input Ctrl-p o
Exit Program culx [ed only to display g vo‘mﬂnam the user. It cannot be edited.
< . (£ WHO_Full_Reference_genome
*SYSTEM** File /Thome/gen2epi/Deskto| (& wHo cenome Annotation
*SYSTEM** Project Working Directory § =)

File name: | || open *—

p— I Cancel |

Write the name of your output directory (e.g. Outputl) in the search box and click confirm.

GenZEpiGUI - PROJECT OPEN: “/home/genZepi/Desktop/TestDATA/Input”

Project DalaCleaning Assembly AMR & Strain View Output Eiles -
P your o

‘home/gen2epiDeskiopTest DATA! [Outpul] contim | cancel |

Please See: t A

Qiuck Test = Please see under Help-> IntroductoryDemo

This text window is used only to display and record feedback from actions taken by the user. It cannot be edited.
**SYSTEM** File /lhome/gen2epi/Desktop/Test_DATA/Input chosen by user.
*SYSTEM** Project Working Directory set to /home/gen2epi/Deskiop/Test_DATA.

**SYSTEM** Directory /home/gen2epi/Desktop/Test_DATA chosen by user.

Set Input directories for “Fastq” files by clicking on “Set Input Directories->Fastq”.
Browse the folder “WHO Data” and click “Open” as shown in the figure below:

Gen2EpiGUI - PROJECT OPEN: "/home/gen2epi/Desktop/Test_DATA/Input”

Project Data Cleaning Assembly AMR & Strain  View Output Eiles
Open Project Ctrl-o
Set Output Directory

Set Input Directories " Fastq €= Ctrl-f
Genome File Ctrl-g
Annotation  Ctrl-a

IntroductoryDemo

Prepare Input Ctrl-p

+. . -
Exit Program Ctrl-x y and record e — . cannot be edited.
*SYSTEM** File /home/gen2epi/Desktop/Test DAT Dlastony: e —‘l
*SYSTEM** Project Working Directory set to /home g gu: '
utput

*SYSTEM** Directory /home/gen2epi/Desktop/Test gf,’.,“,.”".ff‘.,,,,

(7 WHO_Full_Reference_genome
*SYSTEM** The output directory has been set to /H|E3 WHO_Genome_Annotation

*SYSTEM** The System Logs directory has been s ’7 utputl/SystemLogs
Open ﬂ-—

File name:

— | Cancel |




7) Set Input directories for “genome” files by clicking on “Set Input Directories”-> Genome

File”. Select the folder
“/home/gen2epi/Desktop/Test DATA/WHO Full Reference genome/Chromosome”

and click “Open” as shown in the figure below:

GenZ2EpiGUI - PROJECT OPEN: "/home/gen2epi/Desktop/Test_DATA/Input”

Project Data Cleaning Assembly AMR & Strain  View Output Eiles

Open Project Ctrl-o

Set Output Directory

Set Input Directories I* Easiq cul+ | IntroductoryDemo
Prepare Input Ctri-p Genome File Cirl-g

Annotation  Ctrl-a

Exit Program Cilx y and record feedback from actions taken by the user. It cannot be edited.

**SYSTEM** File /home/gen2: O recLos

x
Directory: /home/gen2epi/Desktop/Test DATA/WHO_Full_| . — |

**SYSTEM** Project Working
**SYSTEM** Directory /home/

**SYSTEM** The output direc

= putl/SystemLogs

File name: | open j._

— | Cancel |

Please Note: You will not be able to see anything when you choose a directory as shown
above but that’s all right.

*SYSTEM** The System Log| [

8) Set Input directories for “annotation” files by clicking on
“Set Input Directories ->Annotation”. Select the folder
“/home/gen2epi/Desktop/Test DATA/WHO Genome Annotation/Chromosome” and

click on “Open” as shown in the figure below:

GenZ2EpiGUI - PROJECT OPEN: "/home/gen2epi/Desktop/Test_DATA/Input”

Project DataCleaning Assembly AMR & Strain View OutputFiles

Open Project Ctril-o
Set Qutput Directory
Set Input Directories " Fastg ctif | IntroductoryDemo
Prepare Input Ctrl-p ﬁencmel! Hl g":g
_nnomuun lr-a ol Fmm Al m o ls Frminn m bl bl e~ D & b -.‘ited

Exit Program Ctrl-x
Choose a Directory

b, pog— .
SYSTEM*™ File /nome/gen2epi/Deskic Directory: /home/gen2epl/DesktopTest_DATA/WHO_Genome_Annotation/Chromosome _|

**SYSTEM** Project Working Directory !

**SYSTEM** Directory /home/gen2epi/C

**SYSTEM** The output directory has b

|~

Open

mLogs

**SYSTEM** The System Logs directory

File name:

— | Cancel |

Again, you will not be able to see anything under your chosen directory as shown above
but that’s all right.



9)

Once all paths are set properly you will see following **SYSTEM** MESSAGES in
Gen2Epi window

Gen2EpiGUI - PROJECT OPEN: "/home/gen2epi/Desktop/Test_DATA/Input"

Project Data Cleaning Assembly AMR & Strain View Output Eiles

Please See:

Qiuck Test = Please see under Help-> IntroductoryDemo

This text window is used only to display and record feedback from actions taken by the user. It cannot be edited.
**SYSTEM** File /Thome/gen2epi/Desktop/Test_DATA/Input chosen by user.

**SYSTEM** Project Working Directory set to /home/gen2epi/Desktop/Test_DATA.

**SYSTEM** Directory /home/gen2epi/Desktop/Test_ DATA chosen by user.

**SYSTEM** The output directory has been set to /home/gen2epi/Desktop/Test_ DATA/Outputl

**SYSTEM** The System Logs directory has been set to /home/gen2epi/Desktop/Test_DATA/Outputl/SystemLogs
**SYSTEM** Directory /home/gen2epi/Desktop/Test_ DATA/WHO_Data chosen by user.

**SYSTEM** Directory /home/gen2epi/Desktop/Test_ DATA/WHO_Full_Reference_genome/Chromosome chosen by user.

**SYSTEM** Directory /Thome/gen2epi/Desktop/Test DATA/WHO_Genome_Annotation/Chromosome chosen by user.

10) Now to clean your data: Under “Data Cleaning” menu — click on “Quality Control”

submenu to check the quality of your raw fastq files.

Gen2EpiGUI - PROJECT OPEN: "/home/genZepi/Desktop/Test_DATA/Input”

Project Data Cleaning | Assembly AMR & Strain  View Output Eiles

Please Read Mapping Cirl-r
. . Quality Contro| s Cul-q
->
Qiuck Trimming e B IntroductoryDemo
Both Ctrl-b
This te Reset Trimming Parameters splay and record feedback from actions taken by the user. It cannot be edited.

**SYSTEM** File /home/gen2epi/Desktop/Test_ DATA/Input chosen by user.

**SYSTEM** Project Working Directory set to /home/gen2epi/Desktop/Test_DATA.

*SYSTEM** Directory /home/gen2epi/Desktop/Test_DATA chosen by user.

**SYSTEM** The output directory has been set to /home/gen2epi/Desktop/Test_ DATA/Outputl

*SYSTEM** The System Logs directory has been set to /lhome/gen2epi/Desktop/Test_DATA/Outputl/SystemLogs
*SYSTEM** Directory /home/gen2epi/Desktop/Test DATA/WHO _Data chosen by user.

**SYSTEM** Directory /home/gen2epi/Desktop/Test_ DATA/WHO_Full_Reference_genome/Chromosome chosen by user.

**SYSTEM** Directory /home/gen2epi/Desktop/Test DATA/WHO_Genome_Annotation/Chromosome chosen by user.




Start of the analysis

Gen2EpiGUI - PROJECT OPEN: “/home/gen2epi/Desktop/Test_DATA/Input”

Project Data Cleaning Assembly AMR & Swrain View Oulput Files

*SYSTEM** Executing Quality_Control script, please wait...
perl home/gen2epi/Desktop/Gen2Epi_ScriptsWGS_SIBP_P1.pl homelgen2epi/Deskiop/Test_DATA/nput mome/gen2epi/Desktop/Test DATA/WHO_Data qualitycheck home/gen2epi/Desktop/Test_DATA/Outputl 2>&1

Started analysis of WHO-F_S2_L001_R1_001fastq.gz

‘Approx 5% complete for WHO-F_S2_L00L_R1 001 13510 gz
Approx 10% complete for WHO-F_S2_L00T_R1_001.fastq.gz
\Approx 15% complete IurWHOF SZ Lﬂﬂl R1 | 001 fasig.gz
\Approx 20% complete I(:rWHO«c 52 Luﬂl R1_ _001.fasig.gz

End of the analysis: On Successful completion, you will see following message

|Analysis complete for WHO-L_S5_LO01_R2_001.fasiq.gz
WARNING] multiqc : MulQC Version v1.7 now available!

[INFO multiqe : This is Mulig v1.5
[INFO multiqe : Template : default

INFO multiqc : Searching mumiqenzapu[]eskmprresl DATAIDumutJJQua]LwComoI!WHD-F SZ_LDOJ._RI 001 | aslqcz\p
[INFO multige : Searching homelgen2epi/DesktopTest_ DATADulputliQualityContn 2”1.001_R2_001_faslqc.zip'
[INFO multige : Searching homeigen2epi/Desktop/Test | DATNOumutUQualnyConuuVWHOG SS?LOOLRI 001_fastge.zip'
INFO multige : Searching home/gen2epi/Deskiop/Test DATA/Outputl/QualityControl/WHO-G_S3_L001_R2_001_fasty
INFO multige : Searching homeigen2epi/Deskiop/Test_DATAQutputLiQualityControlWHO-K_S4_L001_R1_001_fastqy
INFO multige : Searching ‘homelgen2epi/Deskiop/Test_ DATA/Qulputl/QualityControlWHO-K_S4_L001_R2_001_fastqc.zip'
INFO multiqc : Searching home/gen2epiDesktop/Test_DATA/Outputl/QualityControl/WHO-L_S5_L001_R1_001_fastqc.zip'
INFDh Bﬂ,\“uch : Searching "homeigen2epi/Deskiop/Test_DATAOutputLiQualityControlWHO-L_S5_L001_R2_001_fastgc.zip'
Searching 8 files..

INFO fasige : Found 8 reports

[INFO multigc :Compmsslng plot data

[INFO multiqc : Report Des!ﬂopﬂ'est DATA/OutputLMuliQC -Raw/multige_reporthiml

INFO multigc : Data Desktop/Test_DATA/Outputl/MuliQC-Raw/multigc_data

[INFO multige : MuliQC onmplele

"SYSTEM™ Script completed (Quality_Coniral)...

**SYSTEM** Logged scriptoutput to mome/gen2epi/Deskiop/Test_DATA/Outputl/SystemLogs/Quality_Controllog

Note:

Quality control results

are present under

“/home/gen2epi/Desktop/Test DATA/Outputl”. There will be two folders “MultiQC-
Raw” and “QualityControl”. Please open the .html file under these folders to visualize the
quality of each sample.

11) In order to trim the raw reads, users have to click on the “trimming” submenu that will
further ask for the parameters confirmation. Users have the option to use either the default
parameters or change them according to their requirements. After confirmation, the
program will start trimming the reads.

Gen2EpiGUI - PROJECT OPEN: "/home/gen2epi/Desktop/Test_DATA/Input"

Project Data Cleaning | Assembly AMR & Strain  View Output Files

Started a Read Mapping Ctrl-r |fastq.gz
Approx 5 | 001 .fastq.gz
Approx 1 2_001 fastg.gz
[Anproxd Quality Control Ctrl-g 5 001 fastq.gz
Approx 2 TTMMING g Culi 27001 fastq.gz
Approx 2 Both Ctrl-b 2_001.fastq.gz
2"""”3 2001 insiq 0r
pprox 001 .fastq.gz
Approx 4. Reset Tnmmlng Parameters 27001 fastg gz

Project DataCleaning Assembly AMR & Strain View OutputFiles

Please conflrm parameters lo be used:
tening angtn | Tramng Longin[3 stang it o B

Start of the analysis lr

Project DataCleaning Assembly AMR & Strain  View Qutput Eiles

i}

**SYSTEM** Executing Trimming script, please wait...

perl

Sealcmng 8files..
NFO ]

i_Script _SIBP_P1pl i/Deskiop/Test_DATAMnput /D t_DATA/WHO_Data Trimming fhome/gen2epiiDeskiop/Test_DATA/Outputl 3 3 4:15 30 2>&1

TAmming/OutputPaired WHO-F_S2_L001_R1 001 fastq.gz homelgenZepiDeskiop/Test DATA/OutputLTimming/OutpuiUnpaired WH
fastq.gz homelgen2epiiDesktop/Test_DATA/Outputl/Trimming/OutputUnpaired_WHO-F_S2_L001_R2_001.fastq.gz LEADING:3 TRAILING:3 SLIDINGWINDOW:4:15 MINLEN:30
Multiple cores found: Using 4 threads

fastqc : Found 8 reports

NFO ]  multige : Compressing plot data
NFO | multige : Report  : Desktop/Test_DATA/Qutputl/MultiQC-Trimmed/multige_report.html
NFO ]  multige:Data  :Desktop/Test_DATA/Qutputl/MuliQC-Trimmed/multige_data

NFO | multige : MultiQC comple|e
Finish Data Cleaning

*#SYSTEM* Script completed (Trimming)...

*SYSTEM* Logged script output to homel/gen2epi/eskiop/Test DATAOutputl [SystemLogs/Trimming.log

TrimmomalicPE: Started with arguments: -phred33 fhome/gen2epi/Deskiop/Test DATAWHO_DaaWHO-F_S2_L001_R1_001 fastg.gz NgrgefuenZeleDesMuuﬂes( DATAWHO_Data/WHO-F_S2_L001_R2_00L fastq.gz home/gen2epi/Deskiop/Test DATNO\.!ZW&U

1 fasig.gz Momelgen2epiDeskiop/Test_DATA/Gutputl/Trimming/OutputPaired_WHO-F_S2_L001_R:

End of the analysis: On Successful completion, you will see following message



Note: Trimming results are present under “/home/gen2epi/Desktop/Test DATA/Outputl”.
There will be three folders “MultiQC-Trimmed”, “Trimming” and “Trimmed_QC”. Please
open the .html file under these folders to visualize the quality of each sample.

12) It is also possible to run step 10 and 11 together as a single command. First open
“/home/gen2epi/Desktop/Test DATA/Outputl” folder and delete “MultiQC-Raw”,
“quality control”, “MultiQC-Trimmed”, “Trimming” and “Trimmed_QC” folders. Now go
to Gen2Epi GUI and click on the “both” tab under “Data Cleaning” menu.

Gen2EpiGUI - PROJECT OPEN: "/home/gen2epi/Desktop/Test_DATA/Input"

Project Data Cleaning | Assembly AMR & Strain View Output Files

Started a Read Mapping Cul-r |fastq.gz
gpprox ? ﬁogé{aistq.gz
pprox lity Control Cirl-g [2_ fasiq.gz
Approx 1 Quaw ontro q 2_001.fastq.gz
Approx 2 Trimming Curi 127001 fastq.gz

Approx 2 Both Ctrl-b [2_001fastq.gz
Approx 3 2_001.fastq.gz
Approx 3 2_001.fastg.gz

Approx 4_I_?.esel Tr_lmrﬂ_\ng_l’_aramflers_ ?:99!‘135“92

Project DataCleaning Assembly AMR & Strain View Output Files l'

Ploase confirm parameters 1o be used:

Leading umE' F i - [5 " Minimum Length 30 Canfirm Cancel |

Start of the analysis lv
iGUI - PROJECT OPEN: " i [Test_DATA/Input”
Project Data Cleaning Assembly AMR & Strain  View Quiput Files
**SYSTEM** Executing Quality_Control_AND_Trimming script, please wait...
perl /h /D i_! _SIBP_P1.pl /Deskiop/Test_ DATA/Input home/gen2epiDeskiop/Test DATAWHO_Data both /homeigen2epiDeskiop/Test_DATA/Quiputl 3 3 4:15 30 2=&1

Staried analysis of WHO-F_S2_L001_R1_00L.fasta.gz
Approx 5% complete for WHO-F_S2_L00L_R1_001 fasiq.gz

Approx 10% complete for WHO-F_S2_L001_R1_001 fastq.gz
Approx 15% complete for WHO-F_S2_L001_R1_001 fastq.gz
Approx 20% complete for WHO-F_S2_L001_R1001 fastq.gz
Approx 25% complete for WHO-F_S2_L001_R1_001 fastq.gz

End of the analysis: On Successful completion, you will see following message
Finish Data Cleaning
*SYSTEM* Script completed (Quality_Control_AND_Trimming)...

*SYSTEM** Logged script output to /home/gen2epi/Desktop/Test DATA/Outputl/SystemLogs/Quality_Control_AND_Trimming.log

Note: - You will find all the results under “/home/gen2epi/Desktop/Test DATA/Outputl”
in five different folders i.e. “MultiQC-Raw”, “quality control”, “MultiQC-Trimmed”,
“Trimming” and “Trimmed QC”

13) Now, perform the de novo assembly of trimmed reads by clicking on “De Novo” under
Assembly tab. You will see the output as shown in the picture below.

Please Note: - This step may take a while depending on individual computer
configurations. It could be possible that nothing happens when you try to press enter in the
VM image, no need to worry VM will resume itself after completing the de novo assembly
part. You can minimize the VM image window and come back later.



Gen2EpiGUI - PROJECT OPEN: “/home/gen2epi/Dasktop/Test_DATA/Input” - s x

Project DataCleaning Assembly AMR & Strain  View Output Eiles Help
nghlljleac:‘s [‘ﬂomemenZepumeskmprresl DATAQutputL/Trimming/OutputPaired_WHO-F_S2_L001_R2_001.fastq.gz'] Al
interiace
single reads: [/h /gen2i t_DATA/QutputL/Trimming/OutputUnpaired WHO-F_S2_L001_R1_001.fastq.gz', '"homeigen2epi/Desktop/Test DATA/Outputl/Trimming/OutputUnpaired WHO-F_S2_L001_R2_001.fastq.gz']

merged reads: not specified

Read error comrection parameters:

lterations: 1

PHRED offset will be auto-tetected

‘Cormecied reads will be compressed
Assembly parameters:

k: automatic selection hmd on read length

Repeat resolution is enabled

Mismaich careful mode is mmed ON

MismatchCorrector will be

Coverage :umll is tumed DN and threshold will be auto-detected
Other parame
%\‘l rornemp fles /homeigen2epi/Deskiop/Test_DATA/Outputl/Chrom_AssemblyTrimmedReadsMWHO-Fimp

Memmyhmn!(m Gb):2

======= SPAdes pipeline started. Log can be found here: /home/gen2epi/Desktop/Test_DATA/Qutputl/Chrom_AssemblyTrimmedReads/WHO-F/spades log

=====Read eror correction started.

==Running read error correction ool: des-3.12.0-L h iDeskiop/Test_DATA/Ouiputl/Chrom_AssemblyT 10-F ig.info
0:00:00.000 4M/4M INFO General (main.cpp : 75) Staning BayesHammer, built from NJA, git revision N/A

0:00:00000 4M/4M INFO General (main.cpp 76) Loading config from /home/gen2epi/Deskiop/Test_ DATA/QuptL/Chrom _ IyTri 1 info
0:00:00.002 4M/4M INFO General (main.cpp : 78) Maximum # of threads la use (adjusted due to OMP capabilities). 2

0:00:00003 4M/4M INFO General (memory_limit.cpp 49) Memory limit set to 2

0:00:00.003 4M/4M INFO General (main.cpp : IE) Trymuwuesemne PHRED offset

0:00:00016 4M/4M INFO General (main.cpp Determined value is 33

0:00:00.016 4M/4M INFO General (hammer_tools.cpp 36} Hamming graph threshold tau=1, k=21, subkmer positions =[010]

14) Once the de novo assembly (step 13) complete. You will see the following message

===== Mismaich correction finished.

* Corrected reads are in fhome!genzepifDesktnpfrest_DATA!Outpull.fPIasmid_AssemnyTrimmedReadsNVH O-L/corrected!
* Assembled contigs are in fnome/gen2epi/Desktop/Test_DATA/Outputl/Plasmid_Assembly TrimmedReads/WHO-L/contigs.fasta
* Assembled scaffolds are in /home/gen2epi/Desktop/Test_ DATA/Outputl/Plasmid_AssemblyTrimmedReads/MWHO-L/scaffolds.fasta
* Assembly graph is in :'hnme.’genZepu’Desklnpﬂ'esl DATA/Outputl/Plasmid_AssemblyTrimmedReads/WHO-L/assembly_graph.fastg
* Assembly graph in GFA format is in /home/gen2epi/Desktop/Test_DATA/Outputl/Plasmid_AssemblyTrimmedReads/WHO-L/assembly_graph_with_scaffolds.gfa
*Paths in the assembly graph corresponding to the contigs are in /home/gen2epi/Desktop/Test DATA/Quiputl/Plasmid_AssemblyTrimmedReads/WHO-L/contigs.paths
* Paths in the assembly graph corresponding to the scaffolds are in /home/gen2epi/Desktop/Test DATA/Outputl/Plasmid_AssemblyTrimmedReads/MWHO-L/scaffolds.paths

= SPAdes pipeline finished.

SPAdes log can be found here: /home/gen2epi/Deskiop/Test_ DATA/Outputl/Plasmid_AssemblyTrimmedReads/WHO-L/spades.log
Thank you for using SPAdes!

**SYSTEM* Script completed (De_Novo)...

**SYSTEM* Logged script output to /nome/gen2epi/Desktop/Test DATA/Outputl/SystemLogs/De_Novo.log

Note: Users will find the results under “/home/gen2epi/Desktop/Test DATA/Outputl” in four
folder i.e. Chrom_AssemblyTrimmedReads (Assembled chromosome contigs in FASTA format
generated from trimmed reads), ChromContigAssemblyTrimmedStat (Chromosome assembly
statistics), Plasmid_AssemblyTrimmedReads (Assembled plasmid contigs in FASTA format
generated from trimmed reads), and PlasmidContigAssemblytrimmedStat (Plasmid assembly
statistics)

15) Perform the scaffolding of de novo assembly by clicking on “Assembly->Scaffolding-
>Chromosome->Multiple Genomes” as shown below:

Gen2EpiGUI - PROJECT OPEN: "/home/gen2epi/Desktop/Test_DATA/Input”

Project Data Cleaning Assembly | AMR & Sirain  View Output Files

[bwa_index] Construct BW De Novo Cll|—dJ
[bwa_index] 0.01 seconds F .
[bwa_index] Update BWT -~aroiding " Chromosome - puitiple Genomes
[bwa_index] Pack forward Preassembled Genome Plasmid Ctrl-l single Genomes
[bwa_index] Construct SA from BWT and Occ...0.01sec ———— g
[main] Version: 0.7.12-r1039
[main] CMD: /home/gen2epi/Downloads/SPAdes-3.12.0-Linux/bin/spades-bwa index -a is /home/gen2epi/Deskiop/Test_DATA/Quiputl/Plasmid_AssemblyTrimmedReads/WHO-L/misc/e
[main] Real time: 0.054 sec; CPU: 0.029 sec

0:01:07.786 4M/80OM INFO DatasetProcessor (dataset_processor.cpp :173) Running bwa mem ..../home/genZepi/Downloads/SPAdes-3.12 0-Linux/bin/spades-bwa mem -
Reads/WHO-Limisc/assembled_scaffolds fasta /home/gen2epi/Desktop/Test_DATA/Outputl/Trimming/OutputUnpaired_WHO-L_S5_L001_R2_001 fastq.gz >/home/gen2epi/Desktop/Ti
sT6/ib2_VXTd9sitmp.sam
[main] Version: 0.7.12-r1039
[main] CMD: /home/gen2epi/Downloads/SPAdes-3.12.0-Linux/bin/spades-bwa mem -v 1 -t 2 /homel/gen2epi/Desktop/Test_DATA/Outputl/Plasmid_AssemblyTrimmedReads/MWHO-L/mis
ng/OutputUnpaired_WHO-L_S5_L001_R2_001.fastq.gz
[maln] Real tlme 0 025 sec; CPU 0.034 sec
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Start of the Scaffolding process

Gen2EpIGUI - PROJECT OPEN: “/home/gen2epi/Desktop/Test_DATA/Input” - 8 x
Project DataCleaning Assembly AMR & Strain View Output Eiles
£
[~*SYSTEM*™ Executing Multiple_Genomes script, please wait...
perl i _SIBP_P3-Chr-C1.pl i {_DATA/Input epi/Deskiop/Test_DATAMMHO_Full_Reference_genome/C {_DATA/Outputl/Chrom_AssemblyTrim
medReads fhome/gen2epi/Desktop/Test DATAMHO_Genome_ 2TXT /homelgen2epi Test DATA/Outputl 2>&1

[09:35:34] INFC: Starting Ragout v2.0
(09:35:34] INFO: Synteny block scale set to ‘small
[09:35:34] INFO: Running Sibelia with block size 5000

Scaffolding process completion

|Finished: 2019-06-03 09:41:13

Elapsed time: 0:00:07.934315

Total NOTICEs: 5; WARNINGs: 5; non-fatal ERRORs: 0

Thank you for using QUAST!

Attaching package: alldplyrall

The following objects are masked from &package:statsail:
filter, lag

The following objects are masked from allpackage:basealll:
intersect, setdiff, setequal, union

Joining, by = "samples”

*SYSTEM** Script completed (Multiple_Genomes)...

*SYSTEM** Logged script output to fhome/gen2epi/Desktop/Test_DATA/Outputl/SystemLogs/Multiple_Genomes.log

Note: Output files generated from this step will be stored in folder “Chr_Scaffolds” under
“/home/gen2epi/Desktop/Test DATA/Outputl™.

16) To identify the different types of Neisseria gonorrhoeae plasmids using assembled plasmid
contigs (in step 13), select “Assembly->Scaffolding->Plasmid”.

Gen2EpiGUI - PROJECT OPEN: "/home/gen2epi/Desktop/Test_DATA/Input”

Project Data Cleaning Assembly AMR & Strain View Output Eiles
De Novo Ctrl-d |

Scaffolding " Chremosome -
Preassembled Genome Plasmid <= Ctrl-|

Once you click on “Plasmid”. You will see the following output

Gen2EpIGUI - PROJECT OPEN: "home/gen2epi/Desktop/Test DATA/ Input” - & %
Project DataCleaning Assembly AMR & Swain View Output Eiles

)
**SYSTEM* Executing Scaffolding_Plasmid script, please wait...
pert iDeskiop/Gen2Epi_Scri _SIBP_P3-Plas_C1pl i/Deskiop/Test_DATANput i/DeskiopTest_DATAIOUpUtL/Plasmid_ i 1 /Deskiop/Test_DATA/Plasmid fasta homelc 1
Deskiop/Test_DATA/Outputl 2>&1
"*SYSTEM™ Script completed (Scaffolding_Plasmid).
"‘SYSTEM"Lowed script output o i Test_DATA/OH iing_Plasmid log

Note: Output generated from this step will be stored in folder “Plasmid Identification” under
“/home/gen2epi/Desktop/Test DATA/Outputl™.

17) NgMAST Typing

a. Update the underlying MAST database by clicking MAST->MAST Update tab



Gen2EpiGUI - PROJECT OPEN: "/home/gen2epi/Desktop/Test_DATA/Input”

Project Data Cleaning Assembly AMR & Strain | View Qutput Eiles

MAST  r MAST Update 4F

MLST < MAST Typing
| STAR p!
I TETRES -

MAST database update

Gen2EpiGUI - PROJECT OPEN: "/home/gen2epi/Desktop/Test_DATA/Input"

Project Data Cleaning Assembly AMR & Strain  View Output Eiles

*SYSTEM* Executing MAST_Update script, please wait...
perl /home/gen2epi/Desktop/Gen2Epi_Scripts/IMASTdbUpdate.pl 2>&1

**SYSTEM** Script completed (MAST_Update)...
**SYSTEM* Logged script output to /nome/gen2epi/Desktop/Test_ DATA/Outputl/SystemLogs/MAST_Update.log

b. Perform the MAST typing by selecting MAST->MAST Typing

Gen2EpiGUI - PROJECT OPEN: "/home/gen2epi/Desktop/Test_DATA/Input”

Project Data Cleaning Assembly AMR & Strain | View Output Eiles

MAST  © MAST Update L

MLST “ MAST Typing <
i STAR -
I TETRES -

Strain typing

Gen2EpiGUI - PROJECT OPEN: "/home/gen2epi/Desktop/Test_DATA/Input”

Project Data Cleaning Assembly AMR & Strain View Output Eiles

**SYSTEM* Executing MAST_Typing script, please wait...
perl i 2Epi_Scrip! _SIBP_P4_Epi.pl /home/genZ2epi/Deskiop/Test_DATA/Input home/gen2epi/Deskiop/Test_DATA/Outputl/Chr_: NGMAST ilDesktop/Test_DATA/Quiputl 2>&1

*SYSTEM** Script completed (MAST_Typing)...
I"SYSTEM" Logged script output to /home/gen2epi/Desktop/Test DATA/Qutputl/SystemLogs/MAST_Typing.log

Note: MAST strain typing for each sample is present in file “NgMAST.txt” under
“/home/gen2epi/Desktop/Test. DATA/Outputl” as shown below.

— - - -
—
MultiQC-Trimmed Plasmid_ PlasmidContigAssem  Plasmid_ldentification
AssemblyTrimmedRe blytrimmedStat
ads
Open - = o NgFI""IASLT_gtL . Save = = o x
Samples NgMAST POR TBPB
WHO-F_scaffolds.fasta 3303 2002 165
WHO-G_scaffolds.fasta 621 90 18
WHO-K scaffolds.fasta 1424 917 10
WHO-L scaffolds.fasta 1422 915 21
Plain Text v Tab Width: 8 + Ln 1, Col 1 v INS

r



18) NgMLST Typing

a. Update the underlying MLST database by clicking MLST->MLST Update tab

Gen2EpiGUI - PROJECT OPEN: "fhome/gen2epi/Desktop/Test_DATA/Input"

Project DataCleaning Assembly AMR & Strain ‘ View Output Eiles

MAST

MLST T MLST Update
STAR < MLST Typing
TETRES .

MLST database update

Gen2EpiGUI - PROJECT OPEN: "/home/gen2epi/Desktop/Test_DATA/Input"

Project Data Cleaning Assembly AMR & Strain  View Output Eiles

*SYSTEM** Executing MLST_Update script, please wait...
perl /home/gen2epi/Desktop/Gen2Epi_Scripts/MLSTdbUpdate.pl 2>&1
Read and write (return) sequences

**SYSTEM** Script completed (MLST_Update)...

l**SYSTEM** Logged script output to /nome/gen2epi/Desktop/Test_ DATA/Outputl/SystemLogs/MLST_Update.log

b. Perform the MLST typing by selecting MLST->MLST Typing

Gen2EpiGUI - PROJECT OPEN: “fhome/gen2epi/Desktop/Test_DATA/Input”

Project DataCleaning Assembly AMR &§u‘ain‘ View Output Files

MAST

/MLST T MLST Update
STAR < MLST Typing
TETRES -

Start of the strain typing analysis

**SYSTEM* Executing MLST_Typing script, please wait

perl omelgen2epiDeskiop/Gen2Epi_ScriptsWGS_SIBP_P4._Epi.pl /Desktop/Test_DATA/Input /Deskiop/Test DATAOUIpULL/Chr_Scaffolds MLST
MLST-Genes.fasta 2EpT SCHptSMLST. alleles.fasta m 2epiD ZEpi. < ST profile.ot 25&1

Completion of the strain typing analysis

Building a new DB, current time: 06/03/2019 10:38:30

New DB name: /home/gen2epi/Desktop/Gen2Epi_Scripts/MLST_alleles.fasta
New DB title: /home/gen2epi/Desktop/Gen2Epi_Scripts/MLST_alleles.fasta
Sequence type: Nucleotide

Deleted existing Nucleotide BLAST datab named /hor
Keep MBits: T

Maximum file size: 10000000008

Adding sequences from FASTA; added 7219 sequences in 0.144738 seconds.

/gen2epi/Desktop/Gen2Epi_Scripts/MLST_alleles.fasta

**SYSTEM** Script completed (MLST_Typing)...

l"*SYSTEM‘* Logged script output to /home/gen2epi/Desktop/Test_DATA/Outputl/SystemLogs/MLST_Typing.log

L DATA/Outputl

jiDesktop/Gen2Epi_Seripts/

Note: MLST strain typing for each sample is present in file “NgMLST.txt” under

“/home/gen2epi/Desktop/Test DATA/Outputl” as shown below.



b_‘ | b_‘ | o [

Chrom.. ChromContigAssembl Chr_Scaffolds GenomeStateAll txt MultiQC-Raw
AssemblyTrimmedRe yTrimmedStat
ads
-
MultiQC-Trimmed NgMAST.txt Plasmid_ PlasmidContigAssem
AssemblyTrimmedRe blytrimmedStat
ads
NgMLST.txt =
Open - E ~/Desktop/Test_DATA/Cutputl s ; - = X
Kample ST abcZ adk arok fumC gdh pdhC pgm clonal complex
WHO-F scaffolds pubMLST.txt 10934 200 39 67 157 148 153 65
WHO-G_scaffolds pubMLST.txt 1963 126 39 67 157 148 153 65
WHO-K_scaffolds_ pubMLST. txt 7363 59 39 67 78 148 153 65
WHO-L_scaffolds pubMLST.txt 1590 126 39 67 78 149 153 65
Plain Text v Tab Width: 8 = Ln 1, Col 1 v INS
19) NgSTAR

a. Update the underlying STAR database by clicking STAR->STAR Update-
>STARdbUpdate tab

Gen2EpiGUI - PROJECT OPEN: "/home/gen2epi/Desktop/Test_DATA/Input”

Project Data Cleaning Assembly AMR & Strain View Output Files

MAST -
MLST -

| STAR || STARUbdate ’STARghUpdate 4—
JETRES - STARTyping  sTARdbMetaDataUpdate

STAR database update

Gen2EpiGUI - PROJECT OPEN: "/home/gen2epi/Desktop/Test_DATA/Input”

Project Data Cleaning Assembly AMR & Strain View Output Files

*SYSTEM** Executing STAR_Database_Update script, please wait...

perl /home/gen2epi/Desktop/Gen2Epi_Scripts/ngSTARdDb.pl 2>&1

Read and write (return) sequences

*SYSTEM** Script completed (STAR_Database_Update)...

*SYSTEM** Logged script output to /home/gen2epi/Desktop/Test DATA/Outputl/SystemLogs/STAR_Database_Update.log




b. Update the underlying STAR database metadata by clicking STAR->STAR
Update->STARdbMetaDataUpdate tab

Gen2EpiGUI - PROJECT OPEN: "/home/gen2epi/Desktop/Test_DATA/Input”

Project DataCleaning Assembly AMR & Strain  View Output Files

MAST -
MLST -

! STAR . [ STARUpdae 'sraRdbUpdate
JETRES _ - 'STAR Typing STARdbMetaDataUpdate

STAR database metadata update

Gen2EpiGUI - PROJECT OPEN: "/home/gen2epi/Desktop/Test_DATA/Input

Project Data Cleaning Assembly AMR & Strain View Output Files

**SYSTEM** Executing STAR_Database_ META_Update script, please wait...
perl fhome/gen2epi/Desktop/Gen2Epi_Scripts/INgSTARmeta.pl 2>&1

**SYSTEM** Script completed (STAR_Database_META_Update)...
**SYSTEM** Logged script output to /home/gen2epi/Desktop/Test_DATA/Outputl/SystemLogs/STAR_Database_ META_Update.log

c. Perform the STAR typing by selecting STAR->STAR Typing

Gen2EpiGUI - PROJECT OPEN: "/home/gen2epi/Desktop/Test_DATA/Input”

Project DataCleaning Assembly AMR & Strain  View Output Files

MAST
{ MLST
STAR

| TETRES

Start of the STAR typing process

Project Data Cleaning Assembly AMR & Strain  View Output Files

" STAR Update -
~ STAR Typing <=

Gen2EpIGUI - PROJECT OPEN: "/home/gen2epi/Desktop/Test-DATA/Input” =

*SYSTEM™ Executing STAR_Typing script, please wait...

pert pi_¢
AMR: IhomelgenZepi/Dy

_SIBP_P4_Epipl
£57. SEPISIAMR

Test_DATAfnpuL i/DesktopiTest_DATA/Outputl/Chr_Scaffolds ngstar i Mest_DATA/Outputl i Epi_Scripts!

Completion of the STAR typing process

filter, lag

intersect, setdiff, setequal, union

**SYSTEM* Script completed (STAR_Typing)...

o fasta 258

The following objects are masked from &llpackage:statsall:

The following objects are masked from &llpackage:baseall:

**SYSTEM* Logged script output to /home/gen2epi/Deskiop/Test DATA/Outputl/SystemLogs/STAR_Typing.log

Note: NgSTAR output for each sample is present in file “NgStarSearchResults-WithoutST.txt”
under “/home/gen2epi/Desktop/Test DATA/Outputl” as shown below.



Chrom_ ChromContigAssembl Chr_Scaffolds GenomeStateAll txt MultiQC-Raw MultiQC-Trimmed
AssemblyTrimmedRe yTrimmedStat
ads

=

NgMAST txt NgMLST txt NgStarSearchResults Plasmid_ PlasmidContighssem  Plasmid _ldentification
-WithoutST.txt AssemblyTrimmedRe blytrimmedStat

ads

Open v @

NgStarSearchResults-WithoutST.txt e | = g 8

T o] = =
[Samples penA penA-Markers mtrR mtrR-Markers porB porB-Markers ponA ponA-Markers ayrA gyrA-Markers parC parC-Markers 235 235-Markers
LT591898.1 2.001  penA Type II NonMosaic 1 -35A Del 13 porBla 1 L421P 5 S91F 1 Wild Type 100 Wild Type
LT591897.1 15.601 penA Type XV NonMesaic 14 Wild Type 14 porBla 160 Wild Type 100 Wild Type 7 Wild Type 160 Wild Type
LT591901.1 7.001  penA Type VII NonMosaic; A502V 25 G450 8 G120K, Al21D 1 L421P  NA NA 11 D8eN, S88P 100 Wild Type
LT591908.1 16.001 penA Type X Mosaic 19 -35A Del, G450 8 G120K, Al21D 1 L4z1p 2 S91F, D9SN 5 S87R, S88P NA NA

Plain Text »  Tab Width: 8 » Lnl Coll - INS

20) Tetracycline Resistance

1) Click on “Nucleotide” under TETRES Tab to extract the rpsJ nucleotide sequences. These
fasta sequences can be visualized under any multiple sequence alignment program.

Gen2EpiGUI - PROJECT OPEN: "/home/gen2epi/Desktop/Test_DATA/Input"

Project Data Cleaning Assembly AMR & Strain View Output Files

MAST -
MLST b
(STAR -

_TETRES  © Nucleotide
Protein

Starting

Gen2EpiGUI - PROJECT OPEN: “/home/gen2epi/Desktop/Test_DATA/Input”

Project Data Cleaning Assembly AMR & Strain  View Output Eiles

**SYSTEM* Executing Nucleofide script, please wait...
perl Momelgen2epi/Desklop/Gen2Epi_Scripts/TetRes.pl Momelgen2epi/Deskiop/GenZE] i J.fasta M /Desktop/Test_DATA/OUIpULL/Chr_Scaffolds/All_Sequences home/gen2epi/Deskiop/Test_DATA/Oulputl 2>&1

Completion

Can't open /home/gen2epi/Desktop/Test DATA/Outputl/Chr_Scaffolds/All_Sequences/MWWHO-F.nin_scaffolds_nucl.fasta: No such file or directory.
Can't open /home/gen2epi/Desktop/Test DATA/Outputl/Chr_Scaffolds/All_Sequences/MVHO-F.nhr_scaffolds_nucl.fasta: No such file or directory.
Can't open /home/gen2epi/Desktop/Test DATA/Outputl/Chr_Scaffolds/All_SequencesMVHO-F.nsq_scaffolds_nucl.fasta: No such file or directory.

Can't open /home/gen2epi/Deskiop/Test_DATA/Outputl/Chr_Scaffolds/All_Sequences/WHO-G.nin_scaffolds_nucl.fasta: No such file or directory. Don’t worry about this

Can't open /home/gen2epi/Desktop/Test DATA/Outputl/Chr_Scaffolds/All_SequencesMVHO-G.nhr_scaffolds_nucl.fasta: No such file or directory. <=

Can't open /home/gen2epi/Desktop/Test_DATA/Outputl/Chr_Scaffolds/All_Sequences/WHO-G.nsq_scaffolds_nucl.fasta: No such file or directory. message
Can't open /home/gen2epi/Desktop/Test DATA/Outputl/Chr_Scaffolds/All_Sequences/MWHO-K.nin_scaffolds_nucl.fasta: No such file or directory.

Can't open /home/gen2epi/Desktop/Test DATA/Outputl/Chr_Scaffolds/All_Sequences/MWHO-K.nhr_scaffolds_nucl.fasta: No such file or directory.

Can't open /home/gen2epi/Desktop/Test_DATA/Outputl/Chr_Scaffolds/All_Sequences/WHO-K.nsq_scaffolds_nucl.fasta: No such file or directory.

Can't open /home/gen2epi/Desktop/Test DATA/Outputl/Chr_Scaffolds/All_SequencesMHO-L.nin_scaffolds_nucl.fasta: No such file or directory.

Can't open /home/gen2epi/Desktop/Test DATA/Outputl/Chr_Scaffolds/All_Sequences/MWHO-L.nhr_scaffolds_nucl.fasta: No such file or directory.

Can't open /nome/gen2epi/Desktop/Test_DATA/Outputl/Chr_Scaffolds/All_Sequences/WHO-L.nsq_scaffolds_nucl.fasta: No such file or directory.

**SYSTEM*™ Script completed (Nucleotide)...
"*SYSTEM** Logged script output to /home/genZ2epi/Desktop/Test_DATA/Outputl/SystemLogs/Nucleotide.log

Note: Users can see the rpsJ nucleotide sequence for each sample in file “Nucl rpsJ.fasta” under
“/home/gen2epi/Desktop/Test DATA/Outputl” as shown below.



Chrom.. ChromContigAssembl Chr_Scaffolds GenomeStateAll.txt MultiGQC-Raw MultiQC-Trimmed
AssemblyTrimmedRe yTrimmedStat
ads
4 -
tff—
NgMAST.txt NgMLST.txt NgStarSearchResults Nucl_rps).fasta Plasmid. PlasmidContighssem
-WithoutST.txt AssemblyTrimmedRe blytrimmedStat
Open v & NU.CI'TPSJ'faFn. Save = - o X

chr ENA|LT591807|LT591897.1 1842 # 1935837 # 1936148 # -1 # ID=1 1842;partial=00;start type=ATG;rbs motif=AGGA;rbs spacer=5-18bp;gc_cont=0.468
ATGGCAAACCAAAAAATCCGTATCCGCCTGAAAGCTTATGATTACGCCCTGATTGACCGTTCTGCACAAG

AAATCGTTGAAACTGCAAAACGTACCGGTGCTGTTGTAAAAGGCCCGATTCCTTTGCCGACCAAAATCGA

GCGTTTCAACATTTTGCGTTCTCCGCACGTGAACAAAACTTCCCGTGAACAATTGGAAATCCGCACCCAT

TTGCGCCTGATGGACATCGTGGATTGGACCGATAAAACTACCGATGCGCTGATGAAGCTGGATTTGLCGE

CCGGTGTTGATGTAGAAATCAAAGTCCAATAA

>chr ENA|LT591898|LT591898.1 1867 # 1966250 # 1966561 # 1 # ID=1 1867;partial=00;start type=ATG;rbs motif=AGGA;rbs spacer=5-10bp;gc_cont=0.465
ATGGCAAACCAAAAAATCCGTATCCGCCTGAAAGCTTATGATTACGCCCTGATTGACCGTTCTGCACAAG

AAATCGTTGAAACTGCAAAACGTACCGGTGCTGTTGTAAAAGGCCCGATTCCTTTGCCGACCAAAATCGA

GCGTTTCAACATTTTGCGTTCTCCGCACATGAACAAAACTTCCCGTGAACAATTGGAAATCCGCACCCAT

TTGCGCCTGATGGACATCGTGGATTGGACCGATAAAACTACCGATGCGCTGATGAAGCTGGATTTGCCGG

CCGGTGTTGATGTAGAAATCAAAGTCCAATAA

>chr ENA|LT591908|LT591908.1 1811 # 1969409 # 1969720 # 1 # ID=1 1811;partial=00;start type=ATG;rbs_motif=AGGA;rbs_spacer=5-10bp;gc_cont=0.465
ATGGCAAACCAAAAAATCCGTATCCGCCTGAAAGCTTATGATTACGCCCTGATTGACCGTTCTGCACAAG

AAATCGTTGAAACTGCAAAACGTACCGGTGCTGTTGTAAAAGGCCCGATTCCTTTGCCGACCAAAATCGA

GCGTTTCAACATTTTGCGTTCTCCGCACATGAACAAAACTTCCCGTGAACAATTGGAAATCCGCACCCAT
TTGCGCCTGATGGACATCGTGGATTGGACCGATAAAACTACCGATGCGCTGATGAAGCTGGATTTGCCGG

CCGGTGTTGATGTAGAAATCAAAGTCCAATAA

>chr_ENA|LT591901|LT591901.1 1555 # 1658632 # 1658943 # 1 # ID=1 1555;partial=00;start_type=ATG;rbs_motif=AGGA;rbs_spacer=5-10bp;gc_cont=0.465
ATGGCAAACCAAAAAATCCGTATCCGCCTGAAAGCTTATGATTACGCCCTGATTGACCGTTCTGCACAAG

AAATCGTTGAAACTGCAAAACGTACCGGTGCTGTTGTAAAAGGCCCGATTCCTTTGCCGACCAAAATCGA

GCOTTTCAACATTTTGCGTTCTCCGCACATGAACAAAACTTCCCGTGAACAATTGGAAATCCGCACCCAT

TTGCGCCTGATGGACATCGTGGATTGGACCGATAAAACTACCGATGCGCTGATGAAGCTGGATTTGCCGG

CCOGTGTTGATGTAGAAATCAAAGTCCAATAA

2) Click on “Protein” under TETRES Tab to extract the rpsJ protein alignment. These fasta
sequences can be visualized under any multiple sequence alignment program.

Gen2EpiGUI - PROJECT OPEN: "/home/gen2epi/Desktop/Test_DATA/Input"

Project Data Cleaning Assembly AMR & Strain View Output Files

MAST -
MLST -
:STAR -

_TETRES  r nycleotide
Protein

Gen2EpiGUI - PROJECT OPEN: "/home/genZepi/Desktop/Test_DATA/Input"

Project Data Cleaning Assembly AMR & Strain  View Output Eiles

**SYSTEM** Executing Protein script, please wait...

perl home/gen2epi/Desktop/Gen2Epi_Scripts/SeqProt.pl /home/gen2epi/Deskiop/Test DATA/Outputl/TetResOut home/gen2epi/Desktop/Test DATA/Outputl 2>&1
Read and write (return) sequences

**SYSTEM** Script completed (Protein)...

l**SYSTEM*" Logged script output to /home/gen2epi/Desktop/Test DATA/Qutputl/SystemLogs/Protein.log

Note: Users can see the rpsJ nucleotide sequence for each sample in file “Prot_rpsJ.fasta” under
“/home/gen2epi/Desktop/Test DATA/Outputl” as shown below.



Plasmid_Identification Prot_rpsJ.fasta QualityControl SystemLogs TetResOut Trimmed_QC
|
Trimming Prot_r} X
Open v & - :'-‘rot.:__rpstJ._fla‘s.ta ) Save = o
~/Desktop/Test_DATA/Outputl —
BWHO-F

MANQKIRIRLKAYDYALIDRSAQEIVETAKRTGAVVKGPIPLPTKIERFNILRSPHVNKT
WHO - FSREQLEIRTHLRLMDIVDWTDKTTDALMKLDLPAGVDVEIKVQ

>WHO-G
MANQKIRIRLKAYDYALIDRSAQEIVETAKRTGAVVKGPIPLPTKIERFNILRSPHMNKT
WHO - GSREQLETIRTHLRLMDIVDWTDKTTDALMKLDLPAGVDVEIKVQ

>WHO-K
MANQKIRIRLKAYDYALIDRSAQEIVETAKRTGAVVKGPIPLPTKIERFNILRSPHMNKT
WHO -KSREQLEIRTHLRLMDIVDWTDKTTDALMKLDLPAGVDVEIKVQ

SWHO-L
MANQKIRIRLKAYDYALIDRSAQEIVETAKRTGAVVKGPIPLPTKIERFNILRSPHMNKT
WHO - LSREQLEIRTHLRLMDIVDWTDKTTDALMKLDLPAGVDVEIKVQ

21) View Output Files: - Finally, the text and HTML outputs generated from the above steps

are accessible under “View Output File” tab.

x

Gen2EpiGUI
Project Data Cleaning Assembly AMR & Strain  View Output Eiles
View Text File in Main Window ick on
! View Textin New Window
View HTML in New Window
GenZEpiGUI

Project DataCleaning Assembly AMR & Strain View Output Eiles

Open Text File x

/homelgenzepiDesklopTesl DATA/utputi = EI
D Prol_mpsJtasta

Directory:

(] Trimming
frimmedStat [ GenomeStateAll it
[ NgMAST.txt
[ NgMLST b
[ NgStarSearchResulls-WithoutST.id
O Nuci_rpsJ fasta

=l S —| P>
|_omn |

Cancel |

File name: [NgMAST.ba

Flles of type:  Text Files (* txt," text," fasta,".csv," log) _|

Project Data Cleaning Assembly AMR & Strain View Output Files

<— Select the output file

Gen2EpiGUI

Samples NgMAST POR TBPB
WHO-F_scaffolds fasta 3303 2002 165
WHO-G_scaffolds fasta 621 90 1
WHO-K_scaffolds.fasta 1424 917 10
WHO-L_scaffolds.fasta 1422 915 21

<= Vjsualize the results



