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Objective

• Determine which software is the 
best to impute crossbred animals

• Software used: Eagle, Beagle, 
FImpute

Method

Data
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Comparison of error rates, time and 
memory requirements among software

Results
FImpute

with

pedigree

FImpute

without

pedigree

Eagle Beagle 

with

options

Beagle 

without

options
Mean

error rate

0.0048 0.0076 0.0222 0.1009 0.2359

Memory 

(MB)

19.10 21.45 453.82 735.79 829.36

Time (s) 9.72 15.93 304.21 18.03 22.28

Significantly best 

group

Significantly average

group

Significantly last 

group

Mean error rate, memory and time used by each
software

FImpute has the lowest error rate. Conditions 
are optimal for its execution.

Conclusion

FImpute is the most suitable
software for the imputation of 
crossbred cows:
• Lowest error rate
• Fastest
• Lowest memory requirements

Eagle takes a long time for imputation.

Eagle and Beagle use a lot of memory because
they use a Markov method.
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