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Sorghum SSR reference kit

• http://sat.cirad.fr/sat/sorghum_SSR_kit/
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Sorghum Dataset – Merging Data

• At Cirad:
– No LIMS available
– Construction of an access db (SAGAcity) which enables

the storage of germplam-sample correspondance, 
genotyping data, versionning and cleaning of the data

• At Icrisat:
– LIMS
– Extraction of a final dataset, including the control samples

• Between labs:
– Performed in SagaCity, based on control bp sizes

• Submission to GCP of the dataset that is analysed
– i.e. with less than missing data
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SAGAcity

• Access db, oriented towards SAGA outputs, but 
adaptable (used to import data obtained from
Icrisat)

• Build by JF Rami (Cirad) to extract specific datasets
– Dealing with germplams-accession-DNA extraction
– Enables the merging of datasets
– Control the level of experiment repeats and user input on 

the quality of the data
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SagaCity – Main menu
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SAGAcity – Defining the samples

Importing samples
– Sample_ID: DNA 

sample
– Germplasm_ID: 

seeds, etc…
The spirit of the db

is to synthetise
what has been 
obtained by 
germplasm

– Pedigree_ID = 
accession ID
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SAGAcity – Import data and check for duplicates

1- Choose
datafile exported
from SAGA

2- Import it into a 
project

3- Check for non-
coherent
duplicates
User control

4- Validate the 
data
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SAGAcity – Merging data – Shifting values

According to control values, 
you can shift all data

- 19 bp for the M13tail
- shift between labs
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SAGAcity – Merging data – Shifting values

According to control values, 
you can shift the entire
data

- 19 bp for the M13tail
- shift between labs
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SAGAcity – Defining dataset

• Create a dataset
• Choose the germplasm list

• Choose the locus list
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SAGAcity – Exporting dataset

That’s it !!!


