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DTU — CGE webtools

Manual to run CGE webtools

In this manual, we will analyse the genomes with the following tools

Cawy»

SpeciesFinder
KmerFinder
MLST
ResFinder

Manual SpeciesFinder

1. Navigate to “Services” webpage of Center for Genomic Epidemiology
https://www.genomicepidemiology.org/services/
2. On CGE webpage, navigate to tool “Speciesfinder”
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2. On SpeciesFinder page, select type of your reads “Assembled Genomes/Contigs”
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https://www.genomicepidemiology.org/services/
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3. Select “Choose File(s)”

] 25 cgefood.dtu.dk/services/SpeciesFinder/

SpeciesFinder 2.0

16s rRNA based species identification
View the version history of this server.

Select type of your reads
Assembled Genome/Contigs” v

P Choose File(s)

Name Size Progress Status

4. Browse to downloaded genome file (*.fasta), select file and choose “Open”.

Click “Upload” button.

R == cgefooddtudk/services/SpeciesFinder/

SpeciesFinder 2.0

16s rRNA based species identification
View the version histary of this server.

Select type of your reads
Assembled Genome/Contigs* v

¥ Choose File(s)

Name size Progress Status

19500001-1_genome.fasta 173 MB

Wait till the progress bar is filled (complete blue)
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Page will continue automatically to new page “your job is being processed”

You can fill in your email address to receive an email with the results, or you can wait till the analysis
is finished. When the analysis is finished, the page will refresh itself with the results.

A = cgefood.diudk/cgi-binwebface fegi?jobid=661E879800005C624409B4EF wait=

%

Center for Genomic Epidemiology

Your job is being processed

Wait here ta watch the progress of your job, or fillin the form below 1o get an email message upon completion

To get notified by email: | Notify me via email

This page will update itself automatically.

In case lhe page dos nol reload, press here to refresh the stalus page

Screen with result is as follows. If the result fail (red), probably your fasta file is not correct uploaded.

% cgefooddiudk//egi-bin/webface fegiZjobid=661E892F0000613645106904 r

D

Center for Genomic Epidemiology
Home Services Instructions Output

SpeciesFinder-2.0Server - Results

| Spesies | Mawh [ Confidence ol result

Input Files: 274062006201-1.fasta

Support Scientific problems Technical problems

‘Copyright DTU 2011 /All rights reserved
Center for Genornis Epidernivlogy, DTU, Kerrlorvet, Euikding 204, 2000 Kas. Lynaby, Denmark
Conlact. Vibake Dybdeil Hamvner Telephions. +45 3500 5420, C-mai. vaheiicod dlu dk
Funden by. The Darvsih Gounci for Sliategic Resesich

Last modifid May 22, 2012 11.08.01 GHT

If SpeciesFinder does not give a result; try KmerFinder
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Manual KmerFinder

1. On CGE webpage, navigate to tool “KmerFinder”
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2. On KmerFinder page, select database “Bacteria organisms
v [ KmerFinder 3.2 x  + - o x
<« > C M 25 cge.food.dtu.dk/services/KmerFinder/ Yo In) Q
PN

KmerFinder 3.2

Service Instructions Output Article abstract

Software version: 3.0.2 (2020-10-30)
Database version: (2022-07-11)
The database can be downloaded here

Select database
[Bacteria organisms

)

Upload file(s)

supported. Gzipped FASTA/FASTQ files are also supported.

To input the sequences, upload a single FASTA file, or one/two FASTQ file(s), or one
interleaved FASTQ file on your local disk by using the applet below. Both assembled
genome (in FASTA format) and raw reads single end or paired end (in FASTQ format) are

If you get an *Access forbidden. Error 403": Make sure the start of the web adress is https and not just htp. Fix it by clicking here.

Citations

¥ Choose File(s)

Name

Size

)
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3. Browse to downloaded genome file (*.fasta), select file and choose “Open”.
Click “Upload” button.
Wait till the progress bar is filled (complete blue)

m 25 cgefood.dtu.dk/services/KmerFinder/ a ¥

KmerFinder 3.2

Service Instructions Output Article abstract Citations

Software version: 3.0.2 (2020-10-30)
Database version: (2022-07-11)
The database can be downloaded here

Select database
| Bacteria organisms ~

Upload file(s)
To input the sequences, upload a single FASTA file, or one/two FASTQ file(s), or one interleaved FASTQ file on your local disk by using the applet below.

Both assembled genome (in FASTA format) and raw reads single end or paired end (in FASTQ format) are supported. Gzipped FASTA/FASTQ files are
also supported.

f you get an “Access forbidden. Error 403°: Make sure the start of the web adress is https and not just http. Fix it by clicking here.

¥} Choose File(s)

Name Size Progress Status

E_coli_2_IS.assembly.fasta 4.68 MB

o

age will continue automatically to new page “your job is being processed”

You can fill in your email address to receive an email with the results, or you can wait till the analysis
is finished. When the analysis is finished, the page will refresh itself with the results.

M % cgefooddiu.dkicgi-binfwebface fegi?jobid=661E879800005C624409B4EF wait= b4

Center for Genomic Epidemiology

Your job is being processed

Wait hera to watch the progress of your job, or fillin the form below to get an email message upen complatian

To get notified by email | Notity me via emall

This page will update itself automatically.

In case the page does nal reload, press here lo refresh the stalus page.

Screen with result is as follows. If the result fail (red), probably your fasta file is not correct uploaded.

Center for Genomic Epidemiology
Home Services Instructions Output

KmerFinder-3.2 Server - Results

KmerFinder 3.2 results:

|_Num_|_Score | Expected | Template_length | Query Coverage | Tempiate_Goverage | Depth |
NZ_CP027394.1
Escherichia coli
0104:H4 strain
FDAARGOS 349 1941 171073 1 169234 96.98 99.72 0.88 96.98
chromosome,
complete
genome
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Manual MLST

1. On CGE webpage, navigate to tool “MLST”
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2. At “select MLST configuration”, select the species of your genome, for example
“Staphylococcus aureus”

Center for Genomic Epidemiology

MLST 20

Use default parameters:
Select min. depth for an allele: 5x

Select type of data input: Assembled or Draft Genome/Contigs
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3. Upload your genome file, you know how to do it now

4. Please fill in the Sequence Type (ST) of your genome in the Google docs sheet

TF92300

Home

MLST-2.0 Server - Results
mist Profile: saureus

Organism: Staphylococcus aureus

Sequence Type: &

Input Files: sequence.txt

Please download your results using the buttons below.

| Results as text || Results tsv | g ssquences || MLST ]

CITATIONS
For publication of results, please cite:

Multiocus Ssquence Typing of Total Ganome Saquenced Badtaria.

Larsen MV, Cosentinn 5 Rasmussen S, Fris G, Hasman H, Marvig RL Jelsbak L, Sicheritz.Penth@n T Ussary DW, Aarestrup FM and Lund O
J Clin. Micobiol 2012 5D(4) 1355-1361

PMID: 22238442 doi: 10.1128/JCM 0603411
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Manual ResFinder

1. On CGE webpage, navigate to tool “ResFinder”
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2. On ResFinder page:
e Chromosomal point mutations:
i. Treshold for %ID: 90%
ii. Minimum length: 60%
e Acquired antimicrobial resistance genes:
i. Treshold for %ID: 90%
ii. Minimum length: 60%
e Species and input data type:
i. Select species of your genome: for example “Staphylococcus aureus”
ii. Select input type: Fasta (Assembled genome/contigs)
Desinfectant: keep switch off
Upload and submit job:
i. Fill in your emailadress to get result in your emailbox
ii. Choose file: upload your genome

« C R Attsewe  genepifooddiudifresfinder

* B O O :

hEs

Center for Genomic Epidemiology Services  Contact

ResFinder

Version
50 v

ResFinder identifies acquired genes and/or finds chromosomal mutations mediating antimicrobial resistance in total or partial BNA sequence of bacteria
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<« C @  ANotseare genepifood.dtu.dk/resfinder

* B O 0
Species and input data type: Disinfectant:
Select species 1 disinfe
Other v Threshold for %ID
Select input type 90% v
FASTA (Assembled Genome/Contigs) v Minimum length
60% v

Upload and submit job:

Email (Get email, when finished - Optional):

Files (The sum of uploaded file sizes cannot exceed 1 gb):
No file chosen

No file chosen

Submit Job

Citations

3. ResFinder will show which AMR genes are present in your genome, including the predicted
phenotype

<« €@ @  AMNotsewwrs  genepifood.diudk/resfinderjob/pmbdfdhp31cigo?d710hhdtzsakrldrz * B O 0

ﬂ Center for Genomic Epidemiology
=

Services Contact

Results
ResFinder-4.5.0

Phenotypes

stapnyococcus areus. JRAIN

© Hide

Antimicrobial Class WGS-predicted phenotype Genetic background
gentamicin aminoglycoside

tobramycin aminoglycoside

amikacin aminoglycoside

clprofloxacin quinclone

foxitin beta-

mecA;6;BX571856
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