Supplementary Data S4:
FAIR Genomes MOLGENIS walkthrough

The MOLGENIS FAIR Genomes app can be used by visiting the FAIR Genomes
public demo, by running the Docker install, or by performing a regular server
install. See: https://molgenis.org and http://fairgenomes.org.

After launch, you are taken to the homepage. Start by clicking on a module such
as Sequencing.
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The Sequencing table is now shown in the Data Explorer. Here, you can select
which columns you want to see, and apply filters to reduce the number of rows.
Click the green [+] to create a new row.
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A form view is shown where values for a new row can be entered. Click Save
when you are done.
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After saving, you are returned to the Data Explorer. The various modules in FAIR
Genomes are linked to each other. You can click on hyperlinks to follow
references in the database. For example, Sequencing is performed on a Sample.
The details for the linked Sample can be viewed.
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You can find all of the FAIR Genomes lookups, i.e. underlying ontological code
systems, by clicking Lookups on homepage. This will take you to the Navigator
view with all database tables. These underlying data can be modified if
necessary.
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If you would like to perform a ‘Google search’, you can use the Search All
function available via the Plugins menu.
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MOLGENIS offers powerful features such as altering the underlying data
structure of the database itself. This can be done in the MetaData manager.
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The menu structure of the user interface can also be adjusted to any needs.
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MOLGENIS also offers a detailed permission system for groups, users,

packages, entities, and rows. These options are available for power users.
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The home page can also be redesigned by clicking the Edit button on the
homepage itself.
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An advanced data import wizard allows uploading of bulk data using Excel or
Zipped TSV files.
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Lastly, MOLGENIS offers a variety of APIs to connect to other systems and
programming environments, including:

Data API
Metadata API
REST api vl
REST api v2
Files api

Import api
Permission api
Python-api client
R-api client
Beacon api
FAIR api

RSQL operators

Example response for retrieving FAIR Genomes Sequencing data:

= {}sson
® href : "/api/v2/fair-genomes_sequencing"
= {Jmeta
® href : "/api/v2/fair-genomes_sequencing"
# hrefCollection : "/api/v2/fair-genomes_sequencing”
® name : "fair-genomes_sequencing"
# label : "sequencing”
H [ ] attributes
# labelAttribute : "sequencingidentifier”
# idAttribute : "sequencingidentifier”
4 [ JtookupAttributes
4 isAbstract : false
« writable : true
® languageCode : "en"
o [ ] permissions
# start: 0
# num: 100
¥ total: 5
= [ ] items
a{3o
u _href : "/apilv2/fair-genomes_sequencing/Pat001seq”
# sequencingidentifier : "Pat001seq”
4 () belongstosample
® _href : "/api/v2/fair-genomes._: plep ion/Pat001bloc prep"
# sampleprepidentifier : "Pat001blc pleprep"
# sequencingdate : "2021-02-02"
= () sequencingplatform
u _href : "/apilv2/fair-genomes_sequencing_sequencingplatform/lllumina%20platform"
# value : "lllumina platform”

3 {) sequencinginstrumentmodel
® _href : “/apilv2/fair-genomes_sequencing_sequencinginstrumentmodel/lllumina%20HiSeq%20X%2(
# value : "lllumina HiSeq X Five"
3 {) sequencingtype
u _href : "/api/v2/fair-genomes_sequencing_sequencingtype/Whole%20Exome%20Sequencing”
# value * "Whole Fxome Seauencina”



