€3} protocols.io Partof SPRINGERNATURE

Nov 04, 2024

€) Hepatitis A virus genotyping and phylogeny analysis_ViroTrakr workflow 2_v.2
V.2

DOI
https://dx.doi.org/10.17504/protocols.io.5qpvokjldi4o/v2

Jayanthi Gangiredla1, Mark Mammel1, Zhihui Yang1
'FDA, HFP, OLOAS, OAMT

GenomeTrakr ViroTrakr
Zhihui Yang
FDA
4 N

Create & collaborate more with a free account

Edit and publish protocols, collaborate in communities, share insights through comments, and
track progress with run records.

Create free account

OPEN aACCESS

DOI: https://dx.doi.org/10.17504/protocols.io.5qpvokjidi4o/v2

Protocol Citation: Jayanthi Gangiredla, Mark Mammel, Zhihui Yang 2024. Hepatitis A virus genotyping and phylogeny
analysis_ViroTrakr workflow 2_v.2. protocols.io https://dx.doi.org/10.17504/protocols.io.5qpvokjldl4o/v2Version created
by Zhihui Yang

protocols.io | https://dx.doi.org/10.17504/protocols.io.5gpvokjidl4o/v2 November 4, 2024 1/15



https://dx.doi.org/10.17504/protocols.io.5qpvokj1dl4o/v2
https://dx.doi.org/10.17504/protocols.io.5qpvokj1dl4o/v2
https://www.protocols.io/researchers/w22364y2v203
https://www.protocols.io/researchers/zhihui--yang
https://www.protocols.io/researchers/zhihui--yang
https://www.protocols.io/researchers/zhihui--yang
https://www.protocols.io/researchers/zhihui--yang
file:///sign-up?u=about%3Ablank
https://dx.doi.org/10.17504/protocols.io.5qpvokj1dl4o/v2
https://dx.doi.org/10.17504/protocols.io.5qpvokj1dl4o/v2
https://dx.doi.org/10.17504/protocols.io.5qpvokj1dl4o/v2
file:///researchers/zhihui--yang
https://www.protocols.io/
https://www.protocols.io/
https://dx.doi.org/10.17504/protocols.io.5qpvokj1dl4o/v2

€3} protocols.io Partof SPRINGERNATURE

License: This is an open access protocol distributed under the terms of the Creative Commons Attribution License, which

permits unrestricted use, distribution, and reproduction in any medium, provided the original author and source are credited

Protocol status: Working
We use this protocol and it's working

Created: November 04, 2024
Last Modified: November 04, 2024
Protocol Integer ID: 111523

Keywords: virotrakr database, galaxytrakrmicrorungc workflow, virotrakr, sequencing platform, analysis within the galaxytrakr,
sequencing data, quality control assessment for microbial genome, galaxy trakr, phylogenetic result, drafting de novo assembly,
de novo assembly, sequence genotype, account in galaxy trakr, galaxytrakr, microbial genome, hepatitis, workflow, virus,
assembled sequence, sequences from local folder, foodborne virus, raw data

Disclaimer

Please note that this protocol is public domain, which supersedes the CC-BY license default used by
protocols.io.

Abstract

This workflow provides step-by-step instructions for hepatitis A virus (HAV) analysis within the GalaxyTrakr
platform. It includes the quality assessment for raw sequencing data (from most next-generation sequencing
platforms), drafting de novo assemblies, executing the workflow either from the raw sequencing data or
assembled sequences, and reporting the sequence genotype and phylogenetic results. This workflow was
designed for HAV, which is one of the major targets of our ViroTrakr database.

This protocol covers how to:

-Set up an account in Galaxy Trakr (Item 1);

-Create a new history/workspace for a new submission (ltem 2);

-Upload raw data obtained from local folders (Item 3.1) or download from NCBI (Item 3.2);
-Upload assembled sequences from local folders (Item 4);

-Execute the ViroTrakr workflow with either raw data or assembled sequences (ltem 3.1.8-3.1.12);
-Interpret the results (Item 3.113-3.1.14).

ViroTrakr: foodborne viruses (ID 396739) - BioProject - NCBI (nih.gov)

-Reference: Quality control assessment for microbial genomes: GalaxyTrakrMicroRunQC workflow V.5:
Quality control assessment for microbial genomes: GalaxyTrakrMicroRunQC workflow (protocols.io)
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1 Log into your GalaxyTrakr account
1.1. Create a GalaxyTrakr account if you are the first-time user:
User Registration Form - Galaxy Genome Trakr (galaxytrakr.org)

User Registration Form

Location FDAMOD1

Add New Location
First Name
Last Name

Email will be used for automated messages to include registration information!

Primary Phone
If possible please use a mobile number than can accept text messages, only used for
support

Title

Requirements

Register

© 2023 - Galaxy Genome Trakr Organization

1.2. Log into your GalaxyTrakr account if you already have one:
Galaxy (galaxytrakr.org),

A Workflow Visualize Shared Data~ Help~ Login or Register 58§

Welcome to Galaxy, please log in

Welcome to GalaxyTrakr: open-source
bioinformatics for public health.

This site is intended for use by GenomeTrakr
laboratories and their collaborators to assist in
the analysis of genomic data for foodborne
pathogens. This instance of Galaxy is hosted in a
public environment and no personally
identifiable (PIl) or commercial confidential

i information should be uploaded.

Public Name or Email Address

Password

Forgot password? Click here to reset y

Don't have an account? Register here. --Il--Information and Announcements--!!--

Please let us know if you have any issues with the new
version of Galaxy. Thank you.

Access CFSAN SNP Pipeline workflows in the shared workflows screen.

Post in the offical Galaxy GenomeTrakr board on the Redmine Site: Click
here

Click here to access the GalaxyTrakr User Guide

Click here to access the GalaxyTrakr FAQ Document

protocols.io | https://dx.doi.org/10.17504/protocols.io.5gpvokjidl4o/v2 November 4, 2024

3/15


https://account.galaxytrakr.org/Account/Register
https://account.galaxytrakr.org/Account/Register
https://account.galaxytrakr.org/Account/Register
https://galaxytrakr.org/root/login?redirect=%2F
https://www.protocols.io/
https://www.protocols.io/
https://dx.doi.org/10.17504/protocols.io.5qpvokj1dl4o/v2

€3} protocols.io Partof SPRINGERNATURE

1.3. Get familiar with Galaxy components: Tools, Menu and History

= GalaxyTrakr ~

Welcome to GalaxyTrakr: open-source bioinformatics for public health.
This site is intended for use by ies and their to assist in the analysis of genomic
data for foodborne pathogens. This instance of Galaxy is hosted in a public environment and no personally identifiable
(PII) or commercial confidential information should be uploaded.

ion and

Please let us know if you have any issues with the new version of Galaxy. Thank you.

Graph/Display Data

Join, Subtract and Group

Convert Formats

Collection Operations

Lift-Over

History

NGS TOOLBOX
NGS:Screening and Prediction

NGSMapping
NGS:Mapping Tools
NGSPhylogenetics
NGS:QC and manipulation

NGS.CFSAN SNP Pipeline
(beta)

NGS:Assembly

NGS:Nanopore

NGS:NCBI Blast+

2 Create a new history.

et srme Click on + icon to History c+ODs
p— ~ create a history each
search datasets (2] time you have new files search datasets 00
. 1 | to analyze
Unnamed history HepA_genotyping
(empty) »e
History c+ms , (empty) » e
search datasets 00 3 | Press “Enter” to save the hlstory
This history is empty. You can name
load your own data or get data lUnnamed history I
from an external source — > This history is empty. You can
load your own data or get data
2 | Enter a historyname | from an external source

This history is empty. You can
load your own data or get data
from an external source

3 Upload raw sequencing data.
The raw sequencing data in fastq files can be imported into GalaxyTrakr directly from
your local folder (instructions shown in 3.1); or downloaded from SRA (instructions shown
as in 3.2) if the files have been already submitted to ViroTrakr in NCBI (Submission
protocol: NCBI
submission protocol for foodborne virus surveillance (protocols.io)).
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After being uploaded to GalaxyTrakr, the files will remain in your account until they are

deleted.
3.1. Upload raw data from local folder.

3.1.1. Click on the button “Upload Data”, then “Choose local files".

Download from web or upload from disk

Regular  Composite  Collection  Rule-based

Type (setall):|  Auto-detect || Q Genome (setall): unspecified () |+

DChoose local files || E3Choose FPfiles | [@Paste/Fetchdata | Start  Pause  Reset | Close

3.1.2. Select fastq files from your local folder.

rgar New folder = O @
o A Name - Date modified Tpe Size
[5) Documents @) Ro4172455 55 1001 R1_001 fastq 4/24/2024.8:14 AM GZ File 186,746 K

& Downloads &) R04172455_55_L001_R2_001 fastq 4/24/2024 8:15 AM GZFile 27973k

D Music &) R04172458_S8_L001_R1_001.fastq 4/24/2024 8:14 AM GZ File 193,185 K

& Pictures. a R04172458_S8_L001_R2_001.fastq 4/24/2024 815 AM GZ File 250,030 Ki

B Videos

‘& Windows (C:)

wa DATA (D) R

= \\FDA.GOV\WODC\CFSAN (F:)
= Zhihuiang's Home (H:)

= \\FDSWFOI3\CFData (5

= mgbs (\wsdc-isilon1) (V:)

| Genome (setall):| unspecified (7)

EChoose FP files | [#Paste/Fetchdata | Start  Pause  Reset | Close

3.1.3. Select the files and click "Start” to upload.
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Download from web or upload from disk

Regular =~ Composite  Collection  Rule-based

You added 4 file(s) to the queue. Add more files or click 'Start' to proceed.

Name Size Type Genome Settings Status -
8 [R04172455 551001 1824MB [ Auto-de.. [v) Q [ unspecified () |+ -] 0]
0 [R04172455.55 1001 2226 MB [ Auto-ge.. |v] Q unspecified () | -3 @
0 [R04172458 581001 188.7MB [ Auto-de.. |v] Q unspecified () | v o @
a 2442M8 [ Auto-de.. [v) @ [ unspecified @ o @
o

Type (setall):|  Auto-detect || Q Genome (setall):| unspecified (?) |+

Blchoose local files  E3Choose FTP files | [#Paste/Fetch d@ se | Reset = Close

3.1.4. Check the status of data upload.

= GalaxyTrakr
Tools. = History S+ms
searchtools (<] search catasets (1]

Welcome to GalaxyTrakr: open-source bioinformatics for public health.

HepA_genotyping
This site is intended for use by and their to assist in the analysis of genomic fr
uTILTIES - data for foodborne pathogens. This instance of Galaxy is hosted in a public envi and no pt i ifi

2. Upload Data llak

A = L N 837.82M8 aes
D (PI1) or commercial confidential information should be uploaded.
Text Manipulation " ion and " 4:RO4I72458 SBLO0TR2. @ & X
001.fastq.gz
Filter and Sort Please let us know if you have any issues with the new version of Galaxy. Thank you.

’ 7
Graph/Display Data Access CFSAN SNP Pipeline workflows in the shared workflows screen. ; mz::o,u,muu, @7
Join, Subtract and Group Post lick here e @ 7
Convert Formats Click here to access the GalaxyTrak User Guide. CRE=5mm
Collection Operations Click here to access the GalaxyTrakr FAQ Document 1:RO4172455 S5 LO01R1. @ & X

- 001 fastq.gz
LiftOver Click here to access the GalaxyTrakr Vieos
nesToosox e t Pa rd? Email GalaxyTrakr St ot Te H H

A —

NGS:Screening and Prcicton Green status indicates
r— N — S —
NGsMapping . the data is uploaded to
B history successfully.
NGS:QC and manipulation
NGS:CFSAN SNP Pipeline
(beta)
NG:Assembly eveloped by The Gal itth the support of many contributors.

NGS:NCBI Blast+
NGS:RNA seq
NGS: Annotations
NGS:Virus

NGS:krona

NGS:Snippy

3.1.5. Build a list of Dataset Pairs (pairing the forward and reverse files into their
respective samples for batch analysis (Follow steps1, 2 and 3).
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i 1. Chock the T

History e+me v button on istory e+mu
search datasets 00 the top right. search datasets [2Xx]

HepA_genotyping HepA_genotyping
o= Operations on multinle dat=.ets 4shown
837.82 MB 837.82 MB 2®e

None For all selected... ~
4:R04172458 S8 LOO1R2. @ &' X

001.fasta, gz RO4172458 58 L001_R2_001.fast

3:R04172458 S8 L001R1. @ & X bl

oLt or 2. Select 3: R0417245858.L001_R1_001 fast

2:R04172455.S5 L001 R2. @ & X All &%

001.fastq.gz 2: R04172455_S5_L001_R2_001.fast

1:R04172455 S5 LO01R1. @ &' X o

001.fasta, gz 1: R04172455 55.L001_R1.001 fast
agz

3.1.6. Create a collection of paired datasets.

Create a collection of paired datasets

History

search datasets

HepA_genotyping

4 shown
837.82 MB Dee
All | None For all selected... ~

4R Hide datasets
A9 Unhide datasets

3R Delete datasets 3. For all
G Undelete datasets selected-

2:R  Permanently delete datasets >Build List of
497 Build Dataset List Dataset Pairs

1R Build Dataset Pair

LEZ  Build List of Dataset Pairs

Build Collection from Rules

Collections of 10 tools and workflows in order to have This interface allows you to crea..

™ 2 unpaired forward -  fitered out Gl Fiters
X Auto-pai

[ rourrasss.ss 1001 Rr.covestady Pairthese datasets

[ rosr72ass, 58 1001 1. 00110t gz\ Pai these datasets

2 unpaired reverse - 2 fitered out

e ye—

Rz 500 e gienos |

AN [y gr—

/

From the dropdown
select the option _R1

From the dropdown select
the option R2

Cancel

3.1.6. Create a collection of paired datasets

,
videorginal cements? . Remove e extensions? K20

Name:| Enter a name for your new collection

- Cont.
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Create a collection of paired datasets

Collections of paired datasets are ordered lists of dataset pairs (often forward and reverse reads). These collections can be passed o tools and workflows in order to have analyses done on each member of the entire group. This interface allows you to crea...v

R

0 unpaired forward - 0 filtered out

No datasets were found matching the current fiters.

Clear Fiters

R 0 unpaired reverse - 0 filtered out

1. Click on Auto-pair to pair
up the data files

2 pairsUnpair al

RO4172455 55_L001_R1_001 fata.gz > | RO4172455 551001 001 fasta| € RO4172455.55.1001 R2.001 fastagz

R04172458 58_L001_R1_001 fasta.gz > | RO4172458 S6_L001_001.fasta | & RO4172455.58_1001 82,001 fastagz

Cancel

3.1.7. Data collection will be created in history.

GalaxyTrakr

Tools o=

search tools o
2 Upload Data

unumes

Get Data

Text Manipulation

Filter and Sort

Graph/Display Data

Join, Subtract and Group

Convert Formats

Collection Operations

Lift-Over

NGS ToOLBOX

NGS:Screening and Prediction

NGS:Mapping

NGS:Mapping

NGS:Phylogenetics

NGS:QC and manipulation

NGS:CFSAN SNP Pipeline
(beta)

NGS:Assembly
NGS:Nanopore
NGSNCBI Blast+
NGS:RNA seq
NGS: Annotations
NGS:Virus
NGSkrona
NGS:Snippy

NGSSante
<

Welcome to GalaxyTrakr: open-source bioinformatics for public health.

This site is intended for use by

2. Give a name for your
data collection

and their to assist in the analysis of genomic
data for foodborne pathogens. This instance of Galaxy is hosted in a public identifi

Nome| a2 ]

3. Click on create
collection

History e+me
search datasets 00

HepA_genotyping

1 shown 4 hidden

(P1l) or commercial confidential information should be uploaded.

1" and

Please let us know if you have any issues with the new version of Galaxy. Thank you.
‘Access CFSAN SNP Pipeline workflowsinthe shared worklows screen.

Post

Click here to access the GalayTrakr User Guide
Click here to access the Galaxylrakr FAQ Document
Clik here to access the GalaxyTrakr Videos

Forgot Password? EmailGalaxyTrak Support Team

Vulnerabilty Disclosure Policy

Take an interactive tour: | Galay Ul | History | Scrachbook

 Clck here.

admp Y esrsve ELYY

5:HAV-2p. x
alistof pairs with 2 tems

Data collection for all of the samples
will be created in history for batch
analysis of data

The Galaxy Project is supported in part by NHGRI. NSF. The Huck Insttutes of the Life Sciences, The Institute for CyberScience at Penn State, and Johns Hopkins Universty

3.1.8. Import the reference data files from Shared Data folder following the steps 1-4

as shown below.
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| 1. Click on Shared Data -> Data Libraries.

| 2. Click on OARSA-MOD1-HepA folder.

|
|
| 3. Select all files from the folder. \
|

| 4. Click on Export to History -> as Datasets.

3.1.9. Select all files from the folder and Import them as Datasets to your current history
following the steps 1-3 as shown below.

to GalaxyTrakr: open-source bioinformatics for public health.
tended for d their to

3.1.10. Click on WorkFlow tab from main menu, select and run the
HepA_Genotyping_Reads workflow.
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Workllow  Visualize

e
Shared Data

1. Click on Shared Data -> Workflows

nepe uer e W

oot “ Published Workflows History BoES
e > | 2. Search for the workflow “HepA” in search box eo
= p—
— Name Annotation ] Community Rating Community Togs Last Updated: S

Get Data HepA_ Genotyping_assemblies v  ~

8403 MB >

Filter and Sort

Text Maripuation 3. Find the workfléw'HepA_Genotyping_assemblie§*i1 | B

Graph/Display Data

6: HAVclosed referencefas @ & X
@

Join,Sublractand Group g it 2ams *
Convert Formats. -

e | 4. Click on dropdown menu and select Run

Lift-Over

Nos Tootsox

NGS:Screening and Prediction
NGS:Mapping

NGS:Mapping
NGS:Phylogenetics

NGS:QC and manipulation

3.1.11. Select all the appropriate files from each dropdown menu and run workflow.

= GalaxyTrakr A

Tools w
oot ©  Workflow: HepA Genotyping_reads_vi
2 Uplosd Daa History Options
[ L Send results to new history
Get Data O
Text Manipulation © 1:Paired data
Filter and Sort
o - sHvp —
Graph/Display Data
Join, Subtract and Group D 2: HAVelosed reference.fasta
Convert Formats
D] € & e ints e
Collection Operations
LiftOver D 3: VP12 Reference fasta
NGS ToOLBOX

NGS:Screening and Prediction
NGS:M:

=5t # 4 Trimmomatic (Galaxy Version 0.39+ galaxy0)
NGS:Mapping

NGS:Phylogenetics  5: CO-HIT-EST (Galaxy Version 1.2)

NGS:QC and manipulation # 6 MEGAHIT (Galaxy Version 1.2.9+galaxy1)
NGS:CFSAN SNP Pipeline
(beta) 7 Kraken2 (Galaxy Version 2.1.1 +galaxy1)
NGS:Assembly 8 Kraken2 (Galaxy Version 2.1.1+ galaxy)
NGS:Nanopore

 9:NCBI BLAST+ blastn (Galaxy Version 0.1.03)
NGSNCBI Blast+

NGSRNA seq  10: Extract Kraken Reads By ID (Galaxy Version 1.2+galaxy1)
NGE:Ahnclations  11:Fiter (Galaxy Version 1.1.1)
NGSVirus

 12: NCBI BLAST+ biastn (Galaxy Version 0.1.03)
NGStkrona
NGS:Snippy  13: Sort (Galaxy Version 1.2.0)
NGSSantl i

# 14 Sort (Galaxy Version 1.2.0)

3.1.12. Once the workflow run is successful (Green status), results will appear in the
history. Note: workflow takes approximately 5 — 10 minutes for the processing to

complete.
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o History c+me
[un voron [2] EED| oo
Heph._genotyping
8403 M8 B 2®e
o 7Pz referencefasta @ & X
. ;NAV(Inudem-.lu @IS x
Make sure all the files N ——
are matched according =
to the name tags I
appeared in the
workflow. If not, select A
the files from drop down b
menu =
N
N
S
N
N
=
N
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GalaxyTrakr

Tools
search tools ]

2 Uplosd Data

uTiLmes

Get Data

Text Manipulation

Filter and Sort

Graph/Display Data

Join, Subtract and Group

Convert Formats

Collection Operations

Lift-Over

NGS TOOLBOX

NGS:Screening and Prediction

NGS:Mapping

NGS:Mapping

NGS:Phylogenetics

NGS:QC and manipulation

NGSICFSAN SNP Pipeline
(beta)

NGS:Assembly
NGS:Nanopore
NGS:NCBI Blast+
NGS:RRNA seq
NGS: Annotations
NGSVirus
NGS:krona
NGS:Snippy

NASSentl
<

L —

You can

View Report 1 &

of

Download BioCompute Object

> Inputs
» Outputs

» Output Collections
> Steps

ifthis has not iy

All the results files will
appear in your current
history

3.1.13. Select and view the result files in the middle panel.

GalaxyTrakr

History

HepA_genotyping

181: Newick Display on
data 180: Tree Graph

e+ms
00

o®e

180: Bestscoring MLTre ® & X
74 MAFT on data 173 @ & X
172: Concatenate datase @ & X
5 on data 169, data 165,
and others
7hiseqtiseqondata 1 @ & X
e
170:Genotype.report  ® & X
169: Tabular-to-FASTRG @ & X
ndata 163
168 Tabular-to-FASTAD @ & X
ndata 162
163 Fiterondata 155 @ /X
162 Filerondata 155 @ & X
155: Collapse Collection ~ ® & X
on data 148 and data 14
7
140: Sort on collection 131 x
alistwith 2items
137 Sort on collection 131 x
alistwith 2items
134:Sorton collection 128 X
alistwith 2items

>

Tools o=

search tooks ()

£ Upload Data
uTuTEs
Get Data
Text Manipulation
Filter and Sort
Graph/Display Data
Join, Subtract and Group
Convert Formats
Collection Operations
Lift-Over
NGS TOOLBOX
NGS:Screening and Prediction
NGS:Mapping
NGS:Mapping

— Do HAVIIA s

AVGARTET HAVIIA 85

NGS:QC and manipulation

NGS:CFSAN SNP Pipeline
(beta)

NGS:Assembly
NGS:Nanopore
NGS:NCBI Blast+
NGS:RNA seq
NGS: Annotations
NGS:Virus
NGStkrona

Rezs9307 HAvID

8020566 HAVIA s

JoszssoHAA 2

onss1ssoHAA

MGO49743 HAVA 35

kG265 VA 00

NOG2168 HAVA

RO4172458 58 L001 00110t

k035096 HavB 30

WS3376S HAVIA

D ——— Ry T Y

Click on the ‘eye’ icon
to view the results from
each file in the middle
panel.

3.1.14. Download the result files to your local folder.
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= GalaxyTrakr A

Tools = — Das: History c+me

) LY
S HepA_genotyping

uTLmES - " Y LYy

Get Data

Text Manipulation Mob 181: Newick Displayon @ & X -

Filter and Sort :i_:;w Tree Groeh

Graph/Display Data (o pog. database: ?

Join, Subtract and Group RLOCK? LX)

Convert Formats - R

Collection Operations 180: Bestscoring MLTre @ & X

Lift-Over e wnnes °

s TooLsox _— Click on the “floppy’ icon Mot @ 7 %

NGS:Screening and Prediction 172 Concatenate datase @ &' X

NGS:Mapping R to download the results SN IES T

NGSMapping e files into your local folder. T smqondsat @ 2

ons A

NGS:QC and manipulation o 03 o4 o¢ 170: Genotypereport @ & X

NGS:CFSAN SNP Pipeline PSS 7

(beta) ndata 163

NGS:Assembly 168 Tabular-to-FASTA® @ & X

NGS:Nanopore ndata 162
NGS:NCBI Blast+ 163: Filter on data 155 @I x
NGS:RNA seq 162 Filterondata 155~ @ & X

NGS: Annotations 155: Collapse Collection @ & X

NGS:Virus on data 148 and data 14
7
NGSkrona
140: Sort on collection 131 x
alistwith 2 tems

NGS:Snippy

Results files include:

*Assembly with MEGAHIT: Metagenomic assemblies

*Report: Kraken2: Kraken2 reports

*Report_blasthits_Genotype: Reporting Best BLAST Hits against reference sequences
*HAV_genotyping_report: Final report contains QC stats and genotyping results
*HAV_contigs: HAV specific contigs extracted from metagenomics assembly
*Reference_query_phylogenetic_tree: Phylogenetic tree represents the input genomes
along with the reference genomes from all groups .png format and .txt format.

3.2. Download data from SRA database.

You may also download raw data from SRA if you already submit it to the ViroTrakr, or
from other Bioprojects in NCB. You need to get the SRR# or SRA accession# ready for
the download.

3.2.1. From "Get Data"” on the left menu, select “Faster Download and Extract reads in
FASTQ from NCBI SRA", and select option by clicking on drop down menu, three options
available: (1) "SRR accession” number(s); (2) “List of SRA accessions, one per line"; or
(3) SRA archive in current history”. Click button “Execute” once the information is put in.
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= GalaxyTrakr ~ 4

Tools o= . & History c+me
 Download snd Extract Reads n FASTO formt from NCBI SRA (Gl Version 303+ gaia50) “ -
seschtoots ) cmarn 3 sesch dtasets 00
AT - HepA_genotyping

unLTES e aee

181: Newick Displayon @ & X~
data 180: Tree Graph

174 MAFFTondata 173 @ & X

172 Concaterate datase @ & X
t5on data 169, data 166,
and others

171 seqtk seqondata 1 @ & X
s

Plain text input of ac rts)

When you type

3.2.2. Data files will be downloading from NCBI SRA database. (Download time varies,
depending on the number of files downloading and the NCBI server status).

= GalaxyTrakr A

Tools o=

History c+me
@ oo : —
3 [x] search datasets 00
HepA _genotypin
2 Upload Data It produces utput: PA.genotyping
Get Data You can v by tory panel. When the job has been run the status will change from ‘running’ to ‘finished if completed successfully

o ertor if problems were encountered.

1. Download data from
SRA to the history

HepA_genotyping

52 shown, 132 hidden e ——
— >e daa 180T o
! o
| format: pg. databs
185: fasterg-dumplog =~ ® &' X o »e
Uplosd e o
N 184: Other data (fasterg-dum x
. » 180 Bt soing LT @ 2
2. Paired-end data (turns green aiit .
when download has finished) from 183: Single-end data (fasterq-d X HtMiTInse Bie /X
the history will be used as an input \ = ey, O
: et thrs
in the workflow. kil @ /
p) 6
ST

181: Newick Displayon @ &' X
data 180: Tree Graph

3.2.3. Follow the steps from 3.1.8. to 3.1.14 to run the workflow and collect the results.

4 Upload assembled sequences.
This ViroTrakr workflow can be used with raw sequencing data, as well as assembled
sequences

that you may already obtained with another platform and stored in your local folder.

4. Upload assembled sequences from local folder.
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41.1. Click on the button "Upload Data”, “Choose local files”, then click the button “Start".

Download from web or upload from disk

Reguar  Composte  Collection  Rule-based
You added 5 fle(s) 0 the quave. ASd more fles or Cick "SI 10 proceed.
Name sire Tyve Settings Status
8 Ass9e70sasta z Auto-ce_ [x
Q eraosisriana

Q eus260sotasa

2 s0essi5itasta

o (e ) 73

Type tsat ai: 2 Q Cenome (setal): umpechied () |-

B e (e [

Gownload from web or upioad from disk

41.2. Check the status of data upload.

Download from web or upload from disk

Regular Composite Collection Rule-based
Name Size Type Genome Settings Status
O AB819870.fasta 75KB  Auto-de.. + Q  unspecified(?) ~ o v
O Era06357fasta 74KB  Auto-de.. v Q  unspecified () £ v
O Eus26089.fasta 74KB  Auto-de.. + Q  unspecified () + T
8 Jgessisifasta 74KB  Auto-de.. v Q  unspecified(?) ] v
8 Kc182588 fasta 7.3KB Auto-de.. + Q unspecified () + £ 100% v
Type (setall):  Auto-detect | +|Q Genome (setall): unspecified ()  +

Dhhoose ocalfies || schoose FTPfies | @PastefFetchdata  Start  Pause | Reset | Close

Green status indicates
the data is uploaded to
history successfully.

4.1.3. Create a dataset list.
1.click on Checkbox; 2. Click on All to select all the assembilies; 3. click on Drop down on
for all selected. 4. Select Build Dataset List.
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q = ¢ o
History 2+me D K &3 RS
History S+ms
search datasets o 0 » 3O Al Bookmarks
_ B =
:
HepA_genotyping HepA_genotyping
5 shown History S+ms § shown
37.05 KB 1—>2%se search datasets 0o 3705 KB ®e
HepA_genotyping
Al None For all selected...
5 she
5:KC182588.fasta A @4 x e ) [~~~ 3
37.05 KB »» 5:  Hide datasets
4: JQB55151.fasta Lo I8 3 A Unhide datasets
2 i p Al None For all selected... ~ Delete datasets
3: EU526089.fasta @& % 5: KC182588.fasta 3:  Undelete datasets
P SO o e o, Permanently delete datasets
cerosasy.
3: EU526089.fasta 1 \
1: AB819870.fasta @4 X Build Dataset Pair 4
2: EFA06357.fasta Build List of Dataset Pairs
1: AB819870 fasta Build Collection from Rules

4.1.4. Build Dataset list on selected samples.

< G @ % galaxytrakrorg aAaNx O & 2

3 Mansged Bookmarks () Ticket Form - FDA.. [ Home | Combined... @ insi () Service Portal-F... () GitHub- bioveney.. @ 1 Galaxy|Europe 4 Galaxy Traning! % Pathogen detectio.. @ Long read assemb » | [ AllBookmarks

Create a collection from alst of datasets

Cotections of ordored st of the entiregroue. Th

KC182588 fasta
Jaessstasta
Eus26080 03t
Era06371asta

AB819870:

1. Provide a name for your list f=— 1o/ e

4..5. Follow the steps from 3.1.8. to 3.1.14 to run the workflow and collect the results.
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