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MINION – THE NEW(ISH) KID ON THE BLOCK

Relatively..

• low price per isolate

• well-proven technology

• high precision ( low error rate)

• Slow (depending on the setup)

..but no reads in real-time

Relatively..

• Low-to medium price per isolate

• experimental technology

• low precision (high error rate)

• fast

..and reads available in real-time



ILLUMINA VS MINION (R9.4.1) DATA

Repeat area (rRNA, IS, homologue genes ect..)



Illumina raw data

ILLUMINA VS MINION DATA
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R9.4.1 VS R10.4.1 PORE



CHOICE OF FLOWCELL / PORE

https://www.biorxiv.org/content/10.1101/2021.10.27.466057v2

https://www.biorxiv.org/content/10.1101/2021.10.27.466057v2


THE MINTYPER TOOL AT CGE

- Will only accept raw data (Illumina and ONT)

- Will fail if not all input data (strains) cover at least 50% of the reference

- Allow for the use to give her own reference genome (fasta format)

- Allow to filter out Dcm methylation signals, which may give issues with 

the fast basecaller (at least in old versions of Guppy).

- Exists as a command-line tool (genomicepidemiology / mintyper —

Bitbucket).

https://bitbucket.org/genomicepidemiology/mintyper/src/main/


MINTYPER V1.0

• MinTyper can search (a now a bit outdated

version of) the NCBI RefSeq genome

database (KmerFinder DB) for the best

reference.

• You can also upload your own reference 

(e.g. a draft genome of what you think is 

your index isolate).



MINTYPER V1.0

• Choose no masking if you have Illumina

data and/or MinION data, which has been

basecalled to correct for Dcm methylation.

• If your Illumina data and MinION data of the 

same strain does not allign in the analysis, 

try to apply the ”DCM masking option”



MINTYPER V1.0

• Significant calls are HQ SNPs

• Insignificant calls include more ambiguous 

calls (not advised).



MINTYPER V1.0

• Select pruning distance. 

• Use default or perhaps 100 bp.



MINTYPER V1.0

• Define a SNP distance for clusters

• Often between 10 and 20 (but depends on 

the length and nature of the outbreak).



UPLOADING DATA

• Click here to find your data

• Raw data only!

• Can not exceed around 1 GB per file

• Click and run the analysis



• Insert your email address

• Then wait for the result (if you start many 

different analysis, it is advised to make a log 

of what you have started and with what 

settings…and perhaps also the hypothesis).



MINTYPER OUTPUT
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MINTYPER OUTPUT

1

2

3

4

5

6

1 2                3                4               5             6

0
0

0

0

0
0

ST91



RERUN WITHOUT AMA004660



RERUN WITHOUT AMA004660



RERUN WITHOUT AMA004660



RERUN WITHOUT AMA004660
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RERUN WITHOUT AMA004660
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MINTYPER OUTPUT - VISUALIZATIONS



MINTYPER OUTPUT – VCF DATA 



MINTYPER OUTPUT – REFERENCE



MINTYPER OUTPUT – CLUSTER ANALYSIS

# other

isolates

Cluster #



THE EXCERCISE - GUIDELINES



THE EXCERCISE - COMPARISONS



THE EXCERCISE – ANALYSIS EXAMPLES



THE END


