
A summary of the seven identified miscodes in STRmix™ 

Number Description Effect 

1 Corrected a minor miscoding of the 

Balding and Nichols formulae, under the 

following two conditions, theta values are 

above 0, and there are unknown 

contributors under the Hp hypothesis 

Present in versions up to, but not including, V2.0.  

It affected the LR in minor way, with revised LRs 

generally within one order of magnitude.  It was 

detected by a third party laboratory repeating 

calculations by hand 

2 The miscode affected the numerical value 

of the LR in rare instances where a three 

or four person mixture is interpreted with 

one assumed contributor, one POI and 

where one of the unknown contributors 

shares a genotype with the assumed.   

This miscode was discovered after a case was 

brought to Forensic Science South Australia’s 

attention in December 2014 by Queensland 

Health.1  Present in STRmix™ versions up to but 

not including V2.0.6.  All potentially affected 

cases in Australia and New Zealand were 

examined and very few instances of a different LR 

occurred outside Queensland.  To get an effect 

from this miscode a specific set of circumstances 

was needed which are unlikely to occur and which 

had not been specifically tested in developmental 

validation prior to this date of discovery.  Revised 

LRs were generally within one order of magnitude 

smaller 

3 Involved rare cases with multiple dropped 

alleles across all contributors within one 

locus 

This error was found to be due to a change in 

STRmix™ that was introduced in the V2.3 series 

and has been present in all versions subsequent to 

this up to V2.3.09 and V2.4.04 (inclusive). The 

effect on LRs was in a conservative direction and 

very minor. 

4 This miscode affected only the database 

search LR (assuming the presence of 

forward stutter peaks and/or multiple 

drop-in alleles, and modelling of these 

artifacts were enabled) and to the Highest 

Posterior Density (HPD) calculations 

Present in V1.0 to V2.4.06 for drop-in modelling 

and V2.4 to V2.4.06 for forward stutter modelling.  

There was no detectable effect on the LR in 92 

profiles tested. 

5 A change was made to the LR calculation 

(unrelated point estimate, stratified, 

unified and HPD) for mixed DNA 

profiles when there are multiple 

Present in all versions preceding V2.4.08.  

Changes in the LR were usually less than one 

order of magnitude. 

                                                           
1 http://www.couriermail.com.au/news/queensland/queensland-authorities-confirm-miscode-affects-dna-

evidence-in-criminal-cases/news-story/833c580d3f1c59039efd1a2ef55af92b 

The number of cases affected is 23 not 60 see 

https://www.health.qld.gov.au/__data/assets/pdf_file/0029/633368/dohdl1617012.pdf 

We do not have good data on the details of these cases.  Queensland Health shared data up to and including the 

first of the set of profiles associated with this, then ceased citing initially that sharing of profiles was now 

illegal.  Hence we do not know the magnitude of any change.  Subsequently Queensland Health have informed 

us that they can share the profiles but this has never occurred.  We speculate that the much higher rate of 

exposure of this miscode in Queensland is a result of their workflow which, we believe, in some instances adds 

an extra contributor beyond that required at a minimum to explain the profile.  This exposed a part of the code 

with an error in it.  This usage had not been envisaged and had not be tested prior to this event. 

http://www.couriermail.com.au/news/queensland/queensland-authorities-confirm-miscode-affects-dna-evidence-in-criminal-cases/news-story/833c580d3f1c59039efd1a2ef55af92b
http://www.couriermail.com.au/news/queensland/queensland-authorities-confirm-miscode-affects-dna-evidence-in-criminal-cases/news-story/833c580d3f1c59039efd1a2ef55af92b
https://www.health.qld.gov.au/__data/assets/pdf_file/0029/633368/dohdl1617012.pdf


contributors considered under Hp who are 

unknown under Hd.  The contributors 

must have dropped alleles (either the 

same or different) at the same locus 

6 A change was been made to the way 

drop-in alleles are assigned within the 

determination of the genotype array 

within the pre burn-in phase.  This 

miscode affected all LR calculations 

including within the database search 

(standard and familial LRs), unrelated and 

related scenarios 

Present in all versions preceding V2.4.08. 

Changes in the LR were usually less than one 

order of magnitude 

7 A minor anomaly in the familial search 

LR was identified.  The issue affected 

mixed and single source profiles with 

dropout where on some occasions an 

incorrect allele frequency was assigned to 

the alleles 

Present in all versions preceding V2.4.08. The 

comparison of LRs between versions indicated that 

this error was mostly within one order of 

magnitude 

 


