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Overview
• BETTER speed: Possibly 4-6x faster for 4 unknowns

• For MLE, MCMC, INTEGRATION

• Also for Qualitative model (forensim R-package not used)

• Better functionalities for Bayesian based LR (BayesFactor/quantile):
• Bayesian integral is more robust and must be done after the MLE calculation

• MCMC trace plot of BayesFactor and Conservative LR (quantile)

• New GUI layouts (next slides)

• New functions which simplify terminal interface
• A Rmarkdown tutorial is also available.

++ more



Important/useful changes made to the GUI



Delete profiles from GUI



Select data in a separate window



New header showing evaluated 
Evidence and hypotheses

Bayes Factor
(Bayesian integral) moved here: 
Utilizes MLE information 

Show LR per marker in separate window



User-friendly changes

• Model validation: 
• Entering significance level no longer needed.

• Can be changed under “Optimization toolbar”

• Number of significant points outside envelope is now indicated in the report, 
but only if user has conducted the analysis. 
• Avoids timeconsuming report creation.

• Pop-up question for user (in case of accidental clicks):

Non-contributor analysis



Updated Peak height summary plot (view Evidence)
• Easier to recognize differences:

• Highlighting each sample with different colors.

• A dashed smoothing curve is provided.



Trace plots for LR-sensitivity
• Possible to visualize a “trace plot” for checking convergence of

• Conservative LR (chosen quantile)

• Bayes Factor estimate

Click “LR sensitivity” again for extending number of samples

2000



1x more

4000

3x more



Including more data details to the Report

Data used for the evaluation is included last in the report

“x” is the allele of reference

Last result from LR-sensitivity 
included to report when created:



Defined fragment length of Q-allele
• Note: This is only relevant when applying a degradation model.

• The user can now use an adjusted version of the fragment length for the 
Q-allele (YES in Settings): The weighted average of frequencies of the non-observed alleles. This will 
shift the fragment length of the Q-allele towards alleles that are more common in the population.

• Default (NO): The «maximum defined» fragment length at considered marker (taken from kit.txt): 

• Impact: The adjusted version (YES) may have a slight impact on the likelihood values and LR.



Command line


