PanWSGA Web Server Tutorial

A Screenshot-Based Guide for Single Genome Analysis to identify
unique features of a Bacterium

Overview of PanWSGA

(&Y CamScanner


https://v3.camscanner.com/user/download

Z Pan-Web Single Genome Analyzer A Home O About X Tools v B Catalog &4 Demo @ Help ? FAQs

The navigation menu provides access to all major sections of
Z PanWSGA PanWSGA.

Web-Based Platform for Single-Genome Pangenome
Analysis

PanWSGA enables researchers to project a single bacterial genome
onto a curated, species-level pangenome reference derived from
more than 100,000 high-quality assemblies.

The platform integrates standardized reannotation, a custom classification engine,
and a dedicated visualization module to deliver reproducible gene-category profiles
and functional summaries within minutes.

«4 Get Started ©® Learn More
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Q, Search Species

= Species Catalog

Browse all available species in the database with their gene statistics and genome information

 Sort By

Search by name or scientific name...

Name (A-Z)

¥ Aerococcus viridans

8,393 31
Total Genes Genomes
Core Genes Accessory Genes

i Added: Dec 6, 2025

B Information file

Z Demo Test Chlamydia avium

Demo:

Z Campylobacter gracilis

3,001 6

Total Genes Genomes

Core Genes Accessory Genes

W Added: Dec 7, 2025

‘ B Information file

Z Granulicatella adiacens

The

Catalog section

help user to find species

Z Campylobacter lari
11,364 835
Total Genes Genomes
Core Genes Accessory Genes

B Added: Dec 7, 2025

B Information file

Z Kingella oralis

specific
genome datasets.

available pan-
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Demo Data helps to understand how users interact with
PanWSGA. There is no need for raw data. All data is available
in this section
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Demo Data

Test our tools quickly with pre-loaded smaller datasets. Perfect for exploring features without uploading large files!

o @ Quick Testing Guide

Pre-loaded demo genomes for quick testing. No upload needed!

1. Browse available demo genomes below

2. Click "Select for Testing" on any genome

3. Go to dashboard and select species/pan-genome
4. Start comparison and test all features!

= Pre-loaded Demo Genomes

_— - O - O - O - O - O . e - — - — - — o —

Treponema paraluiscuniculi Mycoplasmoides genitalium Fructilactobacillus florum

a ® GCF_000217655.1 I # ® GCF_040556925.1 i # ® GCF_000512295.1
! r
Demo dataset for testing | Demo dataset for testing I Demo dataset for testing
X 982 genes | Z 524 genes [ Z 1,259 genes
— I —
|
# |D: 995dcf14-f63e-4e68-b068-737fabf45bfc | # ID: adff532b-5756-4669-81c1-d6d5baB3f56d E # ID: ec5a20fe-c4b2-4958-baae-81320162d76a
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**Note: Raw Assembled

Genome 1s recommended for
unique gene identification, Use of
CDS sequence may affect the
results due to Difference 1n
annotation

© Run Pipeline Test

@ Selected Genome: Mycoplasmoides genitalium
ID: adff532b-5756-4669-81c1-d6d5ba83f56d

## Select Species = Select Pan-Genome

Demo Test Mycoplasmoides genitalium Demo Mycoplasmoides genitalium Base Pan-Genome

Here we only select the input type

B input File Type (Genome ) and upload input and identify
¥ CDS (Coding Sequences) ) = Genomic (Run Prokka) the unique genes, we did not chnﬂsfe the
For files with coding sequences only For whole genome sequences Dptlﬂrl to ":1355”3'! them and their
visualization

§ Optional Processing
on X **Note: As we only selected the

Run eggNOG-mapper Annotation . el : B, :
Functional annotation (takes longer) identification of unique genes this

ycess will ¢ n 2
Generate GO Classification Chart x Process W il LGI‘ﬂpIE‘[Ed H 3

Create charts showing COG classification distribution (requires eggNOG-mapper) minutes

4 Run Pipeline Test
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© Pipeline Completed! (Time: Om 17s)

|= Test Results
855 /69 o1
Total Genes Core Genas Accessory Genes Unigue Genes
(* Gene Distribution
Core BB.O% ACopssony 6
© COG chart not generated.

To generate COG classification charts, enable both:
» Run eqgNOG-mapper

« Generate GO Classification Chart

& Download Results

FASTA Sequences:

Annotations (Excel):

User can download the fasta sequence of

Core, Accessory and Unique Genes

‘ @ Excel annotations not available. Enable "Run eggNOG-mapper” to generate annotation files.,

Visualizations:

@ COG chart not generated. Enable both options to generate charts.
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© Run Pipeline Test

@ Selected Genome: Mycoplasmoides genitalium
ID: adff532b-5756-4669-81c1-d6d5baB3f56d

4 Select Species = Select Pan-Genome

Demo Test Mycoplasmoides genitalium Demo Mycoplasmoides genitalium Base Pan-Genome

B Input File Type Here we select the input type (Genome )
X CDS (Coding Sequences) | ) " Genomic (Run Prokka) and select all the options unique genes
For files with coding sequences only For whole genome sequences - = = - P b - -
identification, classification and their

visualization

£x Optional Processing

£} Run eggNOG-mapper Annotation \/

Functional annotation (takes longer)

ﬂ Generate GO Classification Chart \/

Create charts showing COG classification distribution (reguires egghNOG-mapper)

= Select Chart Types v

) Pie Chart B Vertical Bar Chart

B3 Horizontal Bar Chart Radar Chart
Heatmap

@ Pipeline Completed! (Time: 13m 27s)

|= Test Results
855 769 21
Total Genes Core Genes Accessory Genes Unique Genes

& Gene Distribution

Core 88.9%
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& COG Classification Chart

£ Select Chart Type:

Pie Chart

Accessory (D06 distrnibutiony
1%

COG Categorses

A& RMA peetesvnn asid modiieslon

A Ceraslin Jr rlues aidl dyraimess
8 O Esengy predicans and Cosvethe

D ol oy ooanved, coll dRERON, CRAOTBEEM: [H MDT0NI 7
8 LE Wi TEROrT afd el bo i

- RO TR NG i F¥ola Dol BT
B G Coreofrperate MRt oivl Selaboksis

H: Cormrorgee Hamgpert a=d metaboloar

& | Lipd merapen and stabaie
| Trasalaven, ibewaeel sinehiee, and Bigerei
B K Ffachglah
L EEpheata s, e asbaralien, dnd
F: LEl Wl bTvae™ brand jeiris g+ Degafeih
- ] e iy
W O Paumrairdabedad Sellcaien. protelt Do, Ol
P Frzrgase on Tremporl end melazodas
L wxondary metabs i Bsawpnthesn, Ira2apef, end caisbamm
R (nemal huictian predichon nsly
B x Fergbhoh pRkrows
T Sl IrdrisseSen fredRamndind
B AEREtuldr TaMilars], secrefan, #0d sEhautl IR s
W ¢ Delems ect anksis
¥ B Pelies e il s
X Fooriome: pophages, lranssonom
¥ T REirer sinetum
® f Cyioekelrion

14.3%

4 Download Chart

& Download Results

FASTA Sequences:

Annotations (Excel):

Visualizations:
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How to use Unique gene finder in real
time data
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X PanWSGA

Web-Based Platform for Single-Genome Pangenome
Analysis

PanWSGA enables researchers to project a single bacterial genome
onto a curated, species-level pangenome reference derived from
more than 100,000 high-quality assemblies.

The platform integrates standardized reannotation, a custom classification engine,
and a dedicated visualization module to deliver reproducible gene-category profiles
and functional summaries within minutes.

4 Get Started lé © Learn More |

A Home

© About

#S Tools -~ B Catalog 4 Demo

Unique Gene Finder

Unique Gene Search

@ Help

? FAQs
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Unique Gene Finder

Primary workflow (upload — compare — annotate)

= Optional Steps

Include annotation

Runs the core pipeline that classifies genes into core, accessory, and Runs eggNOG-mapper after gene classification.

unique buckets using the selected pan-genome reference. Outputs

FASTA files, summaries, and download bundles. Visualise annotation results
Adds the visualization script after annotation.
« Same Celery comparison job exposed on the dashboard.

« Stores every run under your account for later download.
« Works with all registered pan-genomes.

Annoctation is skipped (only FASTA outputs).
Visualization remains disabled.

+ Open Workflow

L Upload Genome FASTA

Binput il Typa
£ CD5 |Coaling Saquanss) G S Ganamd (W rus Prokdea|
8 ;

Upload query
ot i shesen genome here
PR U Frain ppriall I

Select Name of your specie
Select pre computed pan

£ Select Species and Pan-Genome

yenome of vour species & run

E puin i Pt T

-- Eelact & apecies firs --

If you want to annotate the identified unique gene

O Run Comparison select all these option as describe in demo data
2F Dptwral Processing Steps |

Run s3gM G-mapper Annaialian

Tanas b A Erd R e e 3tS ey P
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.. Upload Genome FASTA
Updoad Yo gendme sequance flle in FASTA format. This will create a Qenone neco rd that YOu can use for co mparison.

B Input File Type
E CDS (Coding Sequences] £} " Genomic (Will run Prokkal

€ Sxiect COS if your fike contains coding sequences, or Genomic if you want Prokka 1o generate CDS first

FASTA File

Choose file  GCF_0405569251_ASMA055652vI_ganomic.fna V

**Note: Here i1s a real

Accapted fTonmats: Tasta, Ta, fna [Mas: 200ME)

Drganism {opticnal] Sirain {optional) Dascription [optional) time example ‘Vith all
selected option ,It not
only find unique gene

#.0., Acinetobacter baumanmnii g0, ARSOTE Additional information
@ GCF_D40556925.1_ASMADSS692v]_genomic.fra selected (0.56 ME)

@ Uploaded succassfully! Ganome ID: b3a912ba-f 2 b-495:-9119-a8ca28a3bd2e

but also annotate
& Choose the species and pan-genome reference database for comparative analysis. Select a species first to see available pan-genomes th e s e gell e a n d c l aSSif}r
Species Pan-Genome th e m

Mycoplasmoides genitalium V Mycoplasmoldes genitallum Base Pan-Genome v,

0 Loading available species from dalabasa..

= Select Species and Pan-Genome

© Run Comparison

# Start the pan-genome comparison using your uploaded genome and selected pan-genome. This will compare your genome against the reference database and classify genes as cofe, accessory, or unigue
L1 Optional Processing Steps

£} Run eggNOG-mapper Annotation V
Annotate genas using aggMOG-mappar r:w-mn.al classification (takes additicnal tima)

Generate GO Classification Chart

Create charts ahowing COG clasaification distribution [reguires aggNOG-mapper)

£ Select Chart Types V

B PFie Chart B Vertical Bar Chart
BB Horizontal Bar Chart B2 Radar Chart
Heatmap

«f Start Comparison

Compara uplated genomsa with selacted pan-gencmsa
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z Pan-Web Single Genome Analyzer

Sebect Chart Type:

[ Harizontal Bar Chart - Unique

Unigue \COG distribution)

Unique COG counts (horizontal)

COG Categories
# A NMA precessing and modification

B: Crrgmatin Siructure and dyramics

i E"E’rﬂﬁ' production and conversion

[ Call cycle cortral, ool division, chromasime pafiboning

E: Areing 210 trarsport and metabolism

F: Wugleatide tranepait and rmatabsiom

#® G Carbohydrate transport and melabolism

B H: CoRnzyme [ranspom and meltabaism

& | Lipid bansport and metaboksm

| Transhation, ribosmmal siructure, and bisgenesis

® K Trarescripbion

# L: Replication, recombination, and repair

# M: Cel walimembrane/ervelope biogenesis

N: Cell mabdity

# O Posttrarsiational medfication, protein turmeeer, chaperones
P Irrganic on transpors and metaboksm

§ O Secondary metabolites blosynthess, tansport, and Catabolism
R: General function prediction only

S Function wnknoen

T: Bignal ransduction mechamisms
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