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Australian Grains Genebank Strategic Partnership

Vision: To unlock the genetic potential of the Australian Grains Genebank (AGG) to accelerate
cereal, oilseed and pulse crop improvement for the benefit of Australian grain growers
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Context

« Germinate stores genotype call data in an HDF file separate from the database, and
provides an APl endpoint to return genotype call data as a single file per dataset. This
result contains all chromosomes of the dataset.

- To enable the Pretzel workflow, Agriculture Victoria has added endpoints to request
data for a given sample in given interval within a chromosome, enabling targeted
requests to be made from Pretzel to Germinate.



Germinate Endpoints Used

Already existing in Germinate

« getalist of genotype datasets
endpoint : brapi/v2/maps

- get a list of linkagegroups (chromosomes) of each dataset
endpoint : brapi/v2/maps/{mapDbld}/linkagegroups

Additional endpoints added by AVR

« getalist of samples in a specified dataset
endpoint : brapi/v2/callsets/dataset/{datasetID}

-+ get genotype call data for a given sample, within a specified interval (range of positions + chromosome)
endpoint:
brapi/v2/callsets/{callSetDbld}/calls/mapid/{mapid}/chromosome/{chromosome}/position/{positionStart}/{positionEnd}

+ get genotype values for a given samplelD, datasetID, and range of markerIDs.
endpoint:
brapi/v2/callsets/{callSetDbld}/calls/markerid/{markeriDStart}/{markerIDEnd}



Modified Germinate Backend Is On Github
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Additional Endpoints Added to Germinate-BrAPI for Pretzel Integration

These endpoints have been added to the Germinate-BrAPI to specifically serve requests from the Pretzel platform
(https://github.com/plantinformatics/pretzel), facilitating the retrieval and display of genotype calls.

Work carried out by Agriculture Victoria as part of the Australian Grains Genebank Strategic Partnership.

Get a List of Samples in a Specified Dataset

Endpoint: brapi/fv2/callsets/dataset/{datasetID}

Get Genotype Call Data for a Given Sample Within a Specified Interval

This includes a range of positions and a chreomosome.

Endpoint:
brapi/v2/callsets/{callSetDbId}/calls/mapid/{mapid}/chromosome/{chromosome}/position/{positionStart}/{position
End}

Get Genotype Values for a Given SamplelD, DatasetID, and Range of MarkerlDs

Endpoint: brapi/v2/callsets/{callsetDbId}/calls/markerid/{markerIDStart}/{markerIDEnd}




Germinate Server Running Modified Code
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1) Add Germinate Server As A Datasource
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2) User Selects The Datasource To View
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endpoint : brapi/v2/maps




3) Dataset Explorer Lists Datasets Of The Selected Source
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4) Pretzel Receives Marker Information From Germinate
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* endpoint:
brapi/v2/callsets/{callSetDbld}/calls/mapid/{mapid}/chromosome/{chromosome}/position/{positionStart}/{positionEnd}



5) Brushing The Axis Displays Marker Names In Right Panel
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6) Sample Selection
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7) Pretzel Requests Genotypes For Each Selected Sample
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summary

« The added endpoint does not modify any existing interface or functionality, so the
Pretzel branch of Germinate could be used by existing Germinate servers

« This would enable Germinate users to view their Germinate data using the Pretzel GU|,
and

« enable Pretzel users to integrate genotype data stored in Germinate with other Pretzel
datasets.
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