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• The .bip file is the input file 
for the QTL mapping 
analysis in bi-parental 
populations

• The .bip file needs to be 
opened with Excel and 
reorganized in a new Excel 
file

1- View the .bip file

• Phenotypes also have to 
be integrated to this new 
Excel file
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2- Open the .bip file with Microsoft Excel to create a new Excel file 

• The .bip file is located in 
the Results folder

• Open the .bip file with 
Microsoft Excel
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3- Use the .bip file to create a new Excel file

• Produce a new Excel file with 
the informations from the .bip
file

• Copy and paste the datas
from the .bip file to seperated
sheets of the Excel file

Copy

Paste

Sheet 1: GeneralInfo

• Convert the data to 
separated columns
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Copy

Paste

Sheet 2: Chromosome

• Copy and paste the datas
from the .bip file to seperated
sheets of the Excel file

• Convert the data to 
separated columns

3- Use the .bip file to create a new Excel file
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• Copy and paste the datas
from the .bip file to seperated
sheets of the Excel file

Copy

Paste

Sheet 3: LinkageMap

• Convert the data to 
separated columns

3- Use the .bip file to create a new Excel file
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Copy

• Copy and paste the datas
from the .bip file to seperated
sheets of the Excel file

Sheet 4: Phenotype

• Find B and replace by 0
Find A and replace by 2
Find X and replace by -1

Paste

• Convert the data to 
separated columns

3- Use the .bip file to create a new Excel file
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• Place phenotypic data with 
respect to lines order

• The last step completed the 
modification of the .bip file, you can 
now save file as Microsoft Excel 
97-2003 format

Copy
Paste

3- Use the .bip file to create a new Excel file



18-12-05

5

4-Open the .bip file

Open the Excel BIP 
file created at step 3
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5- The BIP directory appears in the menu
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6- Select the parameters for the QTL analysis 

Mapping parameters: by default   

Threshold to declare significant QT 

Missing phenotypic data will not 
be included in QTL mapping

Select mapping method

v Recommended parameters: 
Permutation times = 1000 
Type 1 Error = 0.05
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7-Start the QTL analysis



18-12-05

7

www.soyagen.ca 13

8-View .qic (significant QTLs from additive mapping) results file
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9- View .sta file (basic statistics of phenotypic data and results of analysis of variance)
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10-View QTL map figures
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10-View QTL map figures
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