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ftp://ftp.cassavabase.org/intertek/ : protocols, SOP, tutorials

https://cassavabase.org/breeders/genotyping/ : tissue sampling upload interface 

Embrapa: 22 plates
NRCRI: 13 plates
IITA: 24 plates (kaspar)
+ 50 plates (GS, coming up)

ftp://ftp.cassavabase.org/intertek/
https://cassavabase.org/breeders/genotyping/


-1- Design trial 
and 

-2- Generate barcodes
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-1- Design trial: “Manage” -> “Field Trials”

https://solgenomics.github.io/sgn/03_managing_breeding_data/03_07.html#adding-trials

-2- Generate barcodes and label design

https://solgenomics.github.io/sgn/03_managing_breeding_data/03_11.html

https://solgenomics.github.io/sgn/03_managing_breeding_data/03_12.html

https://solgenomics.github.io/sgn/03_managing_breeding_data/03_07.html
https://solgenomics.github.io/sgn/03_managing_breeding_data/03_11.html
https://solgenomics.github.io/sgn/03_managing_breeding_data/03_12.html
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On trial page
-1- go to barcode section

-2- select “plots barcode”

-3- Ensure Fieldbook option is selected  (Wont work otherwise)



-3- Collect samples
with PhenoApp Coordinate



-Step 1- Create a template for “NextGen” including 

the 

Required blank wells for DarSeq (G11 and G12)

=> Once created, the template can be used for all 

plates (grid) to be sampled for genotyping at 

DartSeq

-Step 2- Create a grid and do tissue sampling

=> For each 96 well plate you need to sample, use 

the “NextGen” template created in Step 1
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-Step1- Create 
template

Set blanks
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9 10 11 12

13 14-Step 2- Create Grid
-b create a grid:
Now you have the “NextGen” template 
with well G12 and H12 set as blanks as 
required by DartSeq genotyping 
(confusingly Intertek requires H11 and 
H12 but we can stick to G12 and H12). 
You can now create a grid for sample 
collection. Here the grid is named “NR-
NG-C2a-cass-0001”

Disable random blank
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PLot1:

PLot2:

Scan

Scanning-Sampling procedure

-1- Scan

-2- Sample

-1- Scan

-2- Sample

Etc….
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Export samples
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Select the file and export it to your laptop



@nextgencassavanextgencassava.org • cassavabase.org

Export .csv file example:



-4- Upload template to Cassavabase



@nextgencassavanextgencassava.org • cassavabase.org

https://cassavabase.org/breeders/genotyping/

https://cassavabase.org/breeders/genotyping/
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“Add genotyping trial”
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Fill in plate 
information
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(1) Intertek export excel file format

(2) DartSeq export excel file format

Exporting formats:

Generate data formats for Intertek and/or Dartseq



-5- Submit genotyping order

REMINDER: 
For Genomic selection:

you need to submit to both (1) Intertek and (2) Dart services.

For low density genotyping (ie: Kaspar from HTPG project):
you solely need to submit to Intertek.
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(1) Intertek: Submit the Intertek export excel file format send excel file by email

ftp://ftp.cassavabase.org/documents/tutorials/intertek/INTERTEK_sample_submission_form.xls

Under the “SampleList” section, paste the Intertek format from cassavabase

ftp://ftp.cassavabase.org/documents/tutorials/intertek/INTERTEK_sample_submission_form.xls
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(2) DartSeq: Submit the DartSeq export excel file format from cassavabase at
https://ordering.diversityarrays.com/cgi-bin/order/login.pl

https://ordering.diversityarrays.com/cgi-bin/order/order.pl

LOGIN or CREATE  
your account

https://ordering.diversityarrays.com/cgi-bin/order/login.pl
https://ordering.diversityarrays.com/cgi-bin/order/order.pl


@nextgencassavanextgencassava.org • cassavabase.org

Cassava

Cassava 
DartSeqLD 1.0

DartSeq format file from 
Cassavabase genotyping 
trial page (See slide 23)

https://ordering.diversityarrays.com/cgi-bin/order/order.pl

https://ordering.diversityarrays.com/cgi-bin/order/order.pl
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NextGen Cassava-Cornell 
University project 
genotyping service

NO

YES

Medium

A Variant Call format 4.1 or 
beyond. Aligned to ref. 
genome V7. Should Include 
read count (AD) addition to 
genotype-call (GT)

YES

Cassava Reference genomes 
V6 AND V7
DarTSeq assay, including 
ApeK1 enzyme. Co analyze 
with previous NextGen
samples. A $9 per sample 
price was agreed

Add the following data 
recipients:
gjb99@cornell.edu
mw489@cornell.edu

USD

Bill to Cornell services

mailto:gjb99@cornell.edu
mailto:mw489@cornell.edu
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Thank you!

ftp://ftp.cassavabase.org/intertek/
All documentation available here:

ftp://ftp.cassavabase.org/intertek/

