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This first workflow is using Beagle for Imputation. It connects BLUP calculator, Imputation and GEBV prediction.

(+) Galaxy Workflow | Genomic selection (workflow1) L+

Input Datasets

Genotyping dataset in hapmap format Import datasets —
. i

[+ Galaxy Dataset | test2.hmp (S Ty
Phenotyping dataset —

(+) Galaxy Dataset | Phenotype test file 1015 GS-Galaxy.tab (SR ey
Complete history for workflow1

[+ Galaxy History | Genomic selection workflow1 +],
Your workflows Run workflow

Name Tags Owner # of Steps Published Show in tools panel

SNiPlay diversity w: You 17 Yes

Genomic selectigll (workflowl)w You 8 Yes

G) - Flapjack Analysis v : You 4 No

Copy
Rename
View

Delete

I»



Send results to a new history

Yes | No 4.35 MB e e

/pine ) 5: imported: Phenotyp @ 4 x
e test file 1015 GS-G

Input genotyping file alaxy.tab

1: imported: test2.hm @ 4 x

VCF, hapmap, hapmap with IUPAC 2

1. Users select input files: uploading your
ob Post Actions own or importing shared datasets

de output ‘output’.

/‘ 2: BLUP/BLUE (Galaxy Version 1.11.0)
Encoded Data

Design
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(£ Summarize By
false
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Genomic Selection (GS) demo-workflow1 -
M GOBii

= Galaxy / EiB-demo Shared Data

Published Pages | dereeper | Genomic Selection Pipelinel

GOBii Genomic Selection Galaxy Workflows
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Trabt vabaa fa}

Selection candidates

C. Kadam, D & J. Lorenz, A. (2018) Toward Redesigning Hybrid Maize Breeding Through Genemics-Assisted Breeding




Genomic Selection (GS) demo-workflow 2
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Workflow2.1 : Based on Hybrid K- Means Clusterlng Hybrid K-Means imputation
This workflow is based on the hk i i in factoextra R package Cluster Analysis
e in Breeding
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Genome Wide Association Analysis workflow demo
(GWAS)

alGOBi i

Galaxy / EiB-demo nalyze Dat Shared Data

Published Pages | dereeper | GWAS workflow

GOBii Genomic Selection Galaxy Workflows
GWAS workflow

This workflow is based on TASSEL v5 software for Genome Wide Association Study (GWAS) analysis, using GLM model with a correction by population structure
performed by sNMF software.

—

[+ Galaxy Workflow | GWAS workflow & Galaxy History | GWAS workflow

€« C O O Nonsécurisé | galaxy-demo.excellenceinbreeding.org Bx = @

F sNMF x

VCF file

F Convert genotyping data X

s . ' Excel Ience e = Py
Marker Selection
© et torqueest v You can Tnout genctyping fle = best_k_groups (txt)
- Charger vos propres données

Imputation = by e
Cluster Analysis. . o output (tab)
Phendi eV inBreeding e
une source exteme
e outputs (txt)
Collection Operations PLATFORM ’
Filter and Sort logs (txt)
Join, Subtract and Group < . >
Extract Features
Fetch Sequences O Trait file x
Com o | output
Statistics Welcome to Galaxy! P
Graph/Display Data . 3 1 2
VCE intersect This instance is dedicated to host tools for the GOBII project, HTPG project and EiB platform.
Ymiakzatiing Take an interactive tour: caisxy Ut Hstory | Scatchbook
HIPG TOOLS
Pre-genotyping
Post-genatyping
TOOLS FROM TOOLSHED. — —_
Py = Tryour = /& Convert genotyping data X
Genomic Selection workflows #F Tassel x
GOBIITOOLS Input genotyping file
Flapj S rkflow! [ g HapMap il
L 5 o 3 cutput (tab) Rpitae tne
o A g € Prediction of genomic breeding values k] Trait file
5 Well defined training and prediction datasets, S
= prediction within groups. = file
7 The prediction is based on the GEBV (Genomic @ - — -
o Breeding Value Estimator) method implemented B output1 (txt, png)

in BGLR R package.
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GOBii GS-Galaxy pipeline

http://galaxy-demo.excellenceinbreeding.org/ (G‘é.éii

* Free and open to the public
* Teaching and training platform to the next generation molecular breeders

* GS testing team collaboration playground to share datasets, history, workflows, and
parameters

* Data exploration for samples genotyped but not phenotyped vice versa and study planning-
Sample matching

* Handling bioinformatics and file conversions-encoding, filtering, format conversion
* Phenotype analysis and visualization- BLUP/BLUE calculator

* Batch analysis with reproducible parameters for multiple traits and variables, factors-
BLUP/BLUE and GEBYV calculators

* Sub-structure analysis- Clustering and diversity analysis tools

* Well established customer-defined GS and GWAS workflows and training methods-
Workflows/Pipelines



GOBii GS-Galaxy pipeline

http://galaxy-demo.excellenceinbreeding.org/ ‘G‘(')Bii

ARE NOT

* GS statisticians’ model development, who are proficient with command-
line implementation

* Free testing site of large datasets-need to download tools and workflows
onto your own server

* For producing publication without a sound understanding or data
interpretation
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