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Motivation 

• Faster routine analysis of breeding trials 

• Building on current tools like CloneSelector 

• Working with community tools:  

• Sweetpotatobase 

• KSU fieldbook app 

• Accu datalog 

• Technical update to take better advantage of  

• Interactivity: Linked data & linked views 

• R reproducible reports for automating analyses 

• Ontologies to facilitate (statistical) handling of variables 
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Database 
Data 

capture 
Analysis 

Fieldbook App 

Accudatalog 

Sweetpotato 

base 

R  

HIDAP 

BrAPI 



AccuDataLog 

o Mobile field data collection app. 

o Runs on Windows mobile for robust 
data collection in the field 

o … and Android 

o English, Swahili and Chinese  

o Developed by CIP(SASHA) 

o Automatic Import of Fieldbooks into 
mobile device 

o Field based data entry 

 



Main Features 

o Integrated barcode label 
technology (1D & 2D) 

o Realtime data entry 
validation: numeric, date, 
string length, lower limits, 
upper limits, etc 

o User defines lower and 
upper limits in excel 

o Print on demand (POD) of 
barcode labels via mobile 
printing 

 

 



AccuDataLog Adoption 
Ghana 

 

Mozambique 

 

Uganda 

 



https://play.google.com/store/apps/details?id=com.fieldbook.tracker&hl=en 



SaŵsuŶg GalaǆǇ Tab4 7.0” Otter Box Defender protective case 

Micro SD card 



Trait formats 

• Numeric 

• Percent 

• Categorical 

• Date 

• Text 

• Boolean 

• Counter 

• Photo 

• Audio 



Resources Folder 

• Resources folder: user can 
upload cheat sheets, 
pictures, images, etc. to aid 
phenotyping 



Data collector Clone selector 



 



 



 



 



 



 



 



 



 



 



 



 





 



 



 



 



In the pipeline … 

• Version 1.0 windows installer 

• MET view 

• Genotype data 

 

 



Imaging 

The problem: improved genome sequencing and phenotyping have generated 

an enormous amount of data.  In the near future, yottabytes of data can be 

expected (1,000,000,000,000,000,000,000,000)!!! 

Outlook: new tools are needed for processing all this data, and integrating it for 

actual biological insights. 
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 Stabilize the version with functionalities so far 

 Implement additional functionalities and tools 

developed by GT4SP colleagues at NCSU, UQ, 

MSU and BTI for integrated analysis of next 

generation multi-dimensional data sets (QTL 

mapping, association mapping, selection schemes (MAS and GS)) 

HIDAP: Next steps 


