


The parameters for analysis with Fusion 6C developed during internal validation and the 
STRmix 2.6.2 parameters developed during internal validation were used. 

The male and female donor profiles were compared to the contributor profiles developed from 
STRmix.  The weights and the likelihood ratios (LR) developed by STRmix for the contributor 
genotypes were evaluated. The 99%1-sided HPD is reported for all likelihood ratios in the 
evaluation summary. 

Results and Conclusions 

Table one summarizes the data analysis from the 13 two person mixtures.   The software 
utilizing was able to deconvolute the mixtures and conduct likelihood ratios.  As expected, 
likelihood ratios increased when all alleles from each contributor were. Low Auto:Y ratios 
produced a higher number of male alleles detected than the larger Auto:Y ratios. As the Auto:Y 
ratios increased, the male contributor proportion decreased.  Likelihood ratios obtained from 
STRmix ranged from seven hundred sixty quadrillion for the 27.6 Auto:Y ratio to one nonillion 
eight hundred octillion for the 3.2 Auto:Y ratio. 

Table 1.  Summary of Auto:Y ratio evaluation using STRmix version 2.6.2 

 

 

STRmix version 2.6.2 was also able to calculate likelihood ratios from samples previously typed with 
Fusion 5C and deconvoluted with STRmix version 2.4.08.  Table 2 summarizes the results of the 
likelihood ratios calculated for the sample YP vag swab 5 PC.   The results show that similar likelihood 
ratios are calculated between the two software versions as well all between references analyzed with 
Fusion 5C or 6C in STRmix version 2.6.2.  The likelihood ratios calculated were all within one order of 
magnitude. 

 



 

 

     Table 2.  Comparison of likelihood ratios from STRmix version 2.4.08 and STRmix version 2.6.2 

 

Conclusion 

Internal testing of demonstrates that the STRmix version 2.6.2 performs the tasks as expected 
and works appropriately in the laboratory environment.  STRmix version 2.6.2 is appropriate for 
use on casework. 


