2022 achievements:

200,000+ unique page visits (+22%)
29,000 analyses (+54%)

T1CIG]C
TYGS

T{T]|G|G

EST. 2019

2,500 newly stored type-strain genomes (+16%)

4,500+ active users (+57%)
15M genome comparisons (+42%)
1,000+ citations so far (+400)

TYGS 2022 Year in Review

DSMZ platform for automated genome-based taxonomy in numbers

Jan Meier-Kolthoff

CHOOSE MODE

(A) By default, the TYGS will
determine a set of closely related
type-strain genomes for each
genome of your dataset. Only this

|

I n g u Se r mode allows for the identification
of yet unknown isolates.

(B) When choosing the 'Restrict job

to above data' option in the

submission form, the TYGS will just

and only analyse your dataset

without adding any other data.
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CONTACT DETAILS
Please double-check your email

result notifications fo that address,
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WAIT FOR THE RESULTS
Depending on the size and
complexity of your job, the TYGS
will require a certain amount of
fime. Small job submissions e.g
where only a single user genome
was uploaded, are usually done
within an hour.
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How to use the TYGS

A few small steps stand between you and your TYGS results

@

Collect

COLLECT INPUT FILES

The TYGS allows the use of both
FASTA and GenBank files. Best way
is to collect all relevant files in a
folder on your disk. Do not forget
to give meaningful names to the
files. The same holds true for
accession IDs which can be stored
locally on your disk as well.

files

Collect
Q accession
IDs

ADD OPTIONAL TYPE STRAINS
When using the TYGS in default

mode, it will already add relevant
type-strain genomes to your
dataset. However, in rare cases
you might want to add e.g. a
certfain species as outgroup. In
that case you can simply search
for and add a species from the
dropdown menu.

Add optional
type-strain
genomes

FINALLY SUBMIT YOUR JOB
Click the submit button once you

are done preparing your
submission. The TYGS will readily
inform you about problems
regarding your input data etc.

email

RETRIEVE YOUR RESULTS
Once your job has been finalized,
you will receive a notification
email. The e-mail contains a link to
your result which is valid for 28
days.

View
results
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! 99 igure . i e branch support
Figure 1: GBDP tree (165 sed) 62 61.3%
Figure 2: GBDP tree (whole-genome e-based) 62 376%
4 9 7 Figure 3: GBDP tree (whole-proteome-based) 62 91.4%
Table 2: Identification
% Your strain "Legionella septentrionalis’' (RZGR00000000) belongs to species Legionella septentrionaiis.
% Your strain 'Legionella septentrionalis’ (RZGS0! 0) belongs to spec jonefla septentrionalis
% Your strain ‘Legionella septentrionalis’ (RZGT belongs to spec Si
3 1 O % Your strain 'Legionella septent lis' (RZGVOI 0) belongs to spec ionefla sep
2 7 7 & Your strain 'L lla sp. km535' (RZGL ) belongs to species Legionella moravic
¥ Your strain 'L lla gingyii* belongs to species Legionella gingyu.
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Major achievements and updates in 2022
Both the 2019 TYGS original paper and its 2022 update paper in NAR (please find cita- = =

tions in footer) are still placed in the top 1% of the academic field of Microbiology based
on the Web of Science (tm) 'highly cited’ threshold.

VALUES

10906

The upload cap for genome submissions was increased from 20 to now 50.
REPORT

Many non-visible technical improvements were deployed to e.g. accelerate job processing.

https: //tygs.dsmz.de

Naf. Commun. 10, 2182 (2019)
Nucleic Acids Res. 50, D801-D807 (2022)
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f Table 1: Phylogenies

( Table 2: Identification
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Publication-ready versions of both the genome-scale GBDP tree and the 16S rRNA gene sequence tree can
be customized and exported either in SVG (vector graphic) or PNG format from within the phylogeny viewers
in your TYGS result page. For publications the SVG format is recommended because it is lossless, always
keeps its high resolution and can also be easily converted to other popular formats such as PDF or EPS.

Please follow the link provided above! Y,

\

The below list contains the result of the TYGS species identification routine.

Explanation of remarks that might occur in the below table:

Questions? Contfact us via
hitps: //tygs.dsmz.de /feedback/new




