




















































Project number Project name Implementation date Comments Endorsed by PMB
238 Evaluation of DBLR v1.2 ongoing
237 Reduction in Physical Case file creation Sep-21
236 Exhibit Result Line Revision Nov-21
235 2021 FR version upgrade ongoing
234 Process mapping of Interpretation and reporting closed
233 Bone sampling and demineralisation protocol on-hold
232 Paternity calculations for mixed DNA samples closed
231 Verification of STRmix v2.8 Jun-21 *

230 Implementation of 3500xL PP21 Casework Feb-21
Endorsed implementation plan (no final report with 
this project)

229 Paternity Index Distributions by Locus in PP21 closed
228 Review of current baseline thresholds 3130xl using PP21 closed
227 Baseline method trial ongoing
226 Collection of sperm from pubic hair on-hold
225 Evaluation of DBLR not implemented *
224 Evaluation of FaSTR DNA not implemented
223 DCS v4.0 Apr-22 (3500xL B) *
222 Profiling of Spermatozoa from microscopy slides ongoing

221
Impact of magnetic fingerprint powders on bead-based trace DNA extraction (collab with 
QPS) closed

220 Verification of commercial H & E stains Q1-21 *
219 Verification STRmix 2.7 for 3500xL Mar-21 *
218 Verification of BSD600 Ascent A2 Nov-20 *
217 Verification of Maxwell FSC Instruments Jun-20 *
216 Validation of Ion Chef & S5 ongoing
215 STRmix v2.7 - comparison of LRs for 5p mixtures on-hold
214 Validation of STRmix v2.7 Feb-20 *

213 Verifiler Plus ongoing
* Analytical reports endorsed. Reporting and 
Interpretation projects ongoing.

212 Storage Transition into FR Aug-19 *
211 Streamlining of DNA profile result reporting workflow on-hold
210 Verification of GeneMapper v1.6 Jan-20 *
209 Verification of SPEX 6775 Freezer Mill Q4-19 *
208 Verification of STRmix v2.6.2 Jun-19 *
207 Verification of Pro K Aug-19 *
206 Y Filer Plus ongoing
205 Post implementation review of STRmix v2.6.0 nil
204 Diamond dye collaboration with QPS not implemented *
203 Number of alleles for SS LR greater than 100billion with STRmix v2.6 closed
202 Validation STRmix v2.6.0 Jan-19 *
201 QIAsymphony QSL3 Verification Feb-19 *
200 Statement format and wording revision on-hold

199 Proflex Jan-22
Proposal only endorsed. Absent for signature on 
final report.

198 Assessment of OSD reworking on Intelligence Reference samples closed
197 Interpretation of 4 person mixtures using STRmix v.2.0.6 Aug-18 *
196 Verifiler Plus Trial nil *
195 Testing of Quant and Amp reagent stability at room temperature Apr-18 *
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194 Verification of QIAsymphony SPAS Apr-18 *
193 Verification of STRmix v2.5.11 not implemented *
192 QIAsymphony Bone Teeth Apr-18 *
191 Effects of HCl on DNA persistence and profiling nil
190 Research Project - MPS nil

189 Y Filer plus implementation ongoing
Project finalisation report endorsed. Project under 
#206

188 Verification of Maxwell for Retain Supernatant Jun-18 *
187 Verfication of STRmix v2.0.6 for use with the 3500 closed
186 Analysis of Casework PP21 samples using 3500xL A not implemented at this time *
185 Validation of QS5 Feb-19 *
184 Evaluation of the efficacy of Microcons Feb-18 Project proposal only
183 Implementation of NCIDD-IFA (bonaparte) Q3-19 *
182 PP21 WEN CW 3500xL Validation closed
181 Sperm microscopy sensitivity Nov-20 *
180 Use of STRvalidator for validation or verification not implemented
179 DNA sequencing at D18S51 locus closed
178 Verification and implementation of STRmix v2.4.03 not implemented
177 3500 CW PP21-WEN closed
176 Investigation of ICMP protocol closed
175 Hamilton ID STARlet - CE May-19 (Starlet C) *

174 Verification of ARTEL (PCS and MVS) retrospective

MVS introduced to 
laboratory in 2009, 
PCS introduced 
2013

Project plan only endorsed. I was on leave for the 
final report.

173 Hamilton ID STARlet - Pre PCR Jan-17 (A) and  Jul-17 (B)
*Final reports endorsed. On leave for project 
proposals

172 Phadebas testing from suspension in ERT closed
171 PP21 Verification of new ILS and Matrix Q3-16
170 Reassessment of in-house stutter thresholds and stutter file not implemented
169 Verification of swab suspension at RT closed

168 Validation of QIAsymphony Nov-16
* Final report endorsed. On leave for project 
proposal.

167 Verification and implementation of STRmix V2.3 closed
166 Verification of TMB Screening Test for Blood retrospective
165 Verification of Phadebas paper retrospective
164 Case Management improvements Jan-15
163 Assessment of results obtained from auto-microcon samples closed
162 OSIRIS Freeware for Profile Viewing closed
161  FTP processing on OSD plate Mar-15
160 Verification of STRmix V2.0.6 Jan-15 *
159 M-VAC trial by QPS not implemented
158 Statement in Table Format closed
157 Quant Standard Data Mining closed
156 Verification of 7500A after thermal cycling block change Aug-14 returned to service *
155 Verification of software for 3130s closed
154 Verfication of software for 7500 Did not proceed

153 Verification of Trigene Advanced retrospective Endorsed proposal only. On leave for final report.
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152 Validation of Quantifiler Trio and Y-Filer Plus Nov-2015 (quantifiler)

Y-filer: additional 
work is required to 
complete 
validation prior to 
use

Endorsed proposal for Quant trio only. On leave for 
Y-Filer proposal and Final Quant trio report

151 Verification and implementation of STRmix 2.0.1 Jul-14 *
150 Suitability of combining wet and dry swabs from SAIKs closed
149 Development of guidelines for number of contributors Mar-15

148 Cleaning bone processing equipment Jul-19 Endorsed proposal. On leave for final report.
147 Quantifiler re-validation after manufacturing changes Aug-14 *
146 Globalfiler validation closed

145 3500 validation Mar-15 (A), Jan-16 (B)

Endorsed Plan for Reference samples. Signed Direct 
Reference Final report only. Was on leave for EREF 
and Casework.

144 Christmas Tree Staining closed
143 Foreign DNA on Semen Negative SAIK swabs Jan-14
142 Concentration of large items not implemented
141 PowerPlex optimisation program closed *
140 GlobalFiler Express Kit FTA sensitivity study closed
139 Extraction negative tube Not implemented
138 Batch Case Management Dec-13
137 Accepting partial Amel Mar-14
136 Frozen AP Jul-14 *
135 Verification of an additional Thermalcycler Mar-14
134 Number of alleles for SS LR greater than 100billion Jul-14 *
133 QPFREG - AUSLAB upgrade Closed
132 Mantis verification Nov-15
131 PP21 post implementation review nil
130 GlobalFiler_testing Not implemented
129 Reference profile interpretation (EXH lines)_Combined with #126 All information under #126
128 Trial of QIAGEN Investigator Quantiplex Kit Not implemented
127 Verification of GM-IDX software upgrade Jun-15

126
Ca e Manag ment Str amlini g Strategi  (       
STRmix) May-13

125 AUSLAB All Incomplete requests Jan-14
124 Generic Instrument interface Sep-13
123 Verification of Maxwell DNA Extraction from Bone Not implemented
122 Verification ofMaxwell DNA Extraction from Tissue Not implemented
121 Verification of new Pro K and DTT Mar-13 *
120 Verification of new Taq in Profiler Plus kits Q4-12 *
119 Validation of Extracting DNA from Concrete Not implemented
118 Validation of Extracting DNA from Soil Not implemented
117 Creation of animal semen repository Folder empty
116 Verification of a New Size Std for GeneScan Mar-13 *
115 Verification of a new membrane for M'con Jan-13 *
114 Change of SAIK booklet and kit Aug-12
112 Evaluation of continued competence closed
111 Sexual assault reassessment closed
110 AUSLAB hardware replacement cutover Jun-12
109 Maxwell C & D verification Jun-12 *
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108 Pipette disposal Feb-12
107 PowerPlex 21 Implemen Ref Sep-12, CW Dec-12 *
106 PowerPlex 21 NCIDD Ref Sep-12, CW Dec-12
105 PowerPlex 21 Reporting and STRmix Ref Sep-12, CW Dec-12 *
104 PowerPlex 21 Concordance Ref Sep-12, CW Dec-12
103 PowerPlex 21 Mixture Ref Sep-12, CW Dec-12
102 PowerPlex 21 Thresholds Ref Sep-12, CW Dec-12
101 PowerPlex21 Population Ref Sep-12, CW Dec-12
100 PowerPlex 21 Sens Ref Sep-12, CW Dec-12

99 PowerPlex 21 program Ref Sep-12, CW Dec-12
98 Page numbering of statements Jan-12
97 BSD 200uL Q3-12 *
96 Statement Appendix 5 Feb-12
95 P30 addendum Not implemented
94 ESI Pro kit Not implemented
93 European Loci AUSLAB changes Not implemented
92 Efractions in SAIKS Feb-12
91 Maxwell Pre lysis Jul-13
90 Population dataset closed
89 New Change management May-12
88 European population dataset closed
87 Autoclave use Nov-11
86 Maxwell Hair and Fingernail Jan-12 *
85 Maxwell Diff Lysis Feb-12 *
84 Maxwell Paper & Gum Sep-11 *
83 Maxwell Fabric Sep-11 *
82 Capillary Regeneration Mar-14
81 Volume Case management Jul-11
80  Volume Undetermined Jul-11 *
79 Maxwell Tapelifts Sep-11 *
78 ABA Cards Jul-11 *
77 GeneAmp 9700 B & D Mar-11 *
76 Manual Staining Dec-12 *
75 QA pend Apr-11
74 Destructions Nov-11
73 GeneAmp 9700 C & E Mar-11 *
72 GeneAmp 9700 verification Feb/Mar-11 *
71 BSD Series II Feb-11 *
70 Maxwell Q2/3-11
69 Sensitivity Amp Vol Euro Loci closed
68 New Loci closed
67 Tube FBX testcodes Jun-13
65 CAPIT-ALL decapper Nov-10 *
64 Modified Off-deck lysis Not implemented
63 England Finder Q1/Q2-11
62 Re-implement of auto DNAIQ Aug-09
61 Theta in Reporting Stats Dec-12
60 Change to retention of receipt Dec-09 *
59 Commercial cell line Not implemented
58 Half vol P+ reactions Not implemented
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57 7500 Jun-10 Approval of request for change form
56 Re-implement of Auto DNAIQ Aug-09
55 2uL for CE Oct-11
54 400HD ROX Sep-12 Impact and risk assessment only
53 Artel See project #174
52 New Software & interp Proposal not approved
51 Paperless in-tube cases Q3/Q4-09
50 Nuc clean-up double elution Not implemented
49 Recal of Quant control ranges May-10
48 Fingerprint techniques & DNA Not implemented
47 DNAIQ clean-up Not implemented
46 Modified chelex from blood & cells Mar-09
45 Kinship Stage 3 Jan-09 Impact and risk assessment only
44 NCIDD Bulk upload Feb-09

43 Assessing the success rate of buccal cell controls spotted on FTA indicating paper Jul-08
42 Kinship Stage 2 Jan-09 Impact and risk assessment only
41 3130 upgrade Jul-08
40 Batch uploading to NCIDD Jul-09
39 Semen Project abandoned
38 GM ID-x Feb-09
37 Tapelift Project abandoned
36 Hair Project abandoned
35 Quant DUO Not implemented
34 Kinship Stage 1 Jan-09
33 Pk Ht RFU & AI Feb-09
32 Off-deck DNAIQ Super retention Mar-08
31 One tube testing Not implemented
30 RSID Saliva Not implemented
29 Swab Submission Improvement Jul-08
28 RSID semenogelin Not implemented
27 Additional PSA verification In-house study
26 Barcodes on receipts Jul-08
25 7500 verification May-08
24 Supplier change PSA Not implemented
23 FTA Destruction checklist Dec-07
22 Implementation of the Crime-lite May-07
21 Packaging destruction Jun-08
20 Upgrade 3130 Feb-08
19 Tech Admin redesign Closed
18 Statement preblurbs Oct-06
17 SAIK Improvement Closed
16 Cut off limit for statstics and Fst Closed
15 Xmas Tree Staining Not implemented
14 Statement appendix version 4 Oct-06
13 Quantifiler Singlicates and Promega Standard Jun-06
12 BSD punching for chelex extraction Apr-08
11 Blood Clothing test code and list Dec-06
10 Digital imaging Closed

9 Staff movements Closed
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8 Move Genotyper Comments Field Closed
7 Examination form updates May-06
6 Shaking vs Twirling - Cell Extraction Closed
5 Movement of DVI/Skeletal Analysis to Mortuary Environment Mar-06
4 Validation Feb-06
3 Inclusion/Review of all Profiles Aug-05
2 Court Notification List (AUSLAB) Oct-05
1 Change Management Nov-05

Projects without a project number
Date of report

Jul-11 Adhesive DNA Collector Trial Report for QPS Not implemented

May-10 Oral Swab Submissions - Detecting Foreign Particles
Information for workflow purposes 
only

May-10 DNA Profiling of Hair Exhibits Jun-11

Nov-09 Differential Extraction using the Iprep ChargeSwitch Extraction Chemistry and Instrument Not implemented
Jun-09 PSA kits: Analysis of sensitivity and high-dose hook effect Jun-09

May-09
A comparison of DNA recovery and profiling from 4N6 versus rayon swabs: using chelex, 
Nucleospin and DNAIQ DNA extraction techniques May-09

Oct-08 Effectiveness of Nucleospin clean-up where the 9PLEX profile is no sizing data
Information for workflow purposes 
only

Nov-07 Phadebas Supernatent Trial: TNE Extraction of Amylase Mar-08
Apr-May 2004 Quantifiler initial validation conducted Jun-04

3100 - Validation of Casework samples on the ABI 3100 Genetic Analyser Validation approval date: Jan-03

3100 Validation (Reference Samples) Validation approval date: Jan-04

FTA PFTA Protocol Validation approval date: Jan-04

377/3100 Low level DNA study Validation approval date: Jan-04

STATS - BRB Stats Validation Validation approval date: Feb-04

Investigation into DNA quantitation using Quantifiler sustem (with inhibition data) Validation approval date: Jan-05

Quantifiler Report - Victorian Police Validation approval date: Apr-05

Review of Petricevic Report Validation approval date: Jun-05

STATS - BRB Stats population Data (Caucasion, Aboriginal, Asian) Validation approval date: 2005

NCIDD Validation and Test protocols (4.0.0) Validation approval date: Mar-06
Extended Internal Prospective Valiation of the ABI Prism 7000/Quantifiler system (Forensic 
Biology) Including external reports Validation approval date: Jul-06
Extended Internal Retrospective Validation of the ABI Prism 7000/Quantifiler System 
(Forensic Biology) Validation approval date: Aug-06

STATS - BRBStats v1.23 Validation approval date: Apr-07

STATS - BRBStats v 1.26 Validation approval date: Apr-07

PSA Validation Validation approval date: Apr-07
I3 Not implemented
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Automation Project

Project 1
Report on the Verification of automated Quantifiler™ Human DNA Quantification Setup 
using the MultiPROBE® II PLUS HT EX with Gripper™ Integration Platform Feb-07

Project 2

Report on the Verification of automated AmpFℓSTR® Profiler Plus® and COfiler® 
amplification reaction setup using the MultiPROBE® II PLUS HT EX with Gripper™ Integration 
Platform Feb-07

Project 3
Report on the Verification of Automated 3100 Setup using the MultiPROBE® II PLUS HT EX 
Platform Refer to #15 and #19

Project 4 Validation of AUSLAB for Analytical Workflow Feb-07
Project 5 Implementation of AUSLAB enhancements (Batch functionality) Feb-07
Project 6 Implementation of Pre-PCR platform Feb-07
Project 7 Implementation of Post-PCR platform Not implemented

Project 8
Report on the Validation of automated FTA® Processing using the MultiPROBE® II PLUS HT 
EX with Gripper™ Integration Platform Not implemented

Project 9 Report on the evaluation of commercial DNA extraction chemistries Refer to #11 and #13
Project 10 Implementation of FTA Processing on Multiprobe II Not implemented

Project 11 Report on the validation of a manual method for extracting DNA using the DNAIQ system Jun-09
Project 12 25ul Rxn Not implemented

Project 13
Report on the Verification of an Automated DNA IQ™ Protocol using the MultiPROBE® II 
PLUS ht ex with Gripper™ Integration Platform Oct-07

Project 14 Implementation of Extraction Chemistries on the MultiPROBE II Oct-07

Project 15
Report on the Verification of Automated Capillary Electrophoresis Setup using the 
MultiPROBE® II PLUS HT EX Platform Not implemented

Project 16 Mock sample cleaning: Comparing TriGene™ and bleach and its efficiency in removing DNA. Nov-06

Project 17 Report on Automated preparation and testing of Quantifiler standards and controls Feb-07

Project 18
Report on the validation of automate.it STORstar system for automated sequence checking 
of DNA extracts Jun-08

Project 19 (A) Report on the Validation of the Manual 9+1 Method for Capillary Electrophoresis Setup Feb-08

Project 19 (B)
Close of Post-PCR MultiPROBE® II PLUS ht ex and the Automated Capillary Electrophoresis 
Setup Method Not implemented

Project 20 Report on the Verification of the RECAP-96M™ Automated Decapper/Recapper System Jan-08

Project 21
A Modified DNA IQ™ Method Consisting of Off-Deck Lysis to Allow Supernatant Retention 
for Presumptive Identification of α-Amylase Mar-08

Project 22
A Modified DNA IQ™ Method for Off-Deck Lysis Prior to Performing Automated DNA 
Extraction Feb-08

Project 23 Hair extractions Not implemented
Project 24 Sperm Extraction Not implemented
Project 25 Investigation and evaluation of tapelift materials and procedures Not implemented
Project 26 Report on   Whatman® FTA Concentrator PS™ Parasite Purification Not implemented
Project 27 DNA IQ Recovery Jun-09
Project 28 Semen DNA IQ Validation Not implemented
Project 29 DNA IQ Clean-Up Protocol Not implemented
Project 30 Rcovery of DNA from IQ Store Plates Not implemented

Project 31 Suitability of Lovell cuticle pushers as a substrate for fingernail scrapings for DNA Analysis Not implemented
Project 32 Identifiler Not implemented

33

WIT.0014.0150.0033



 
 
 
 
 

 

Page: 1 of 15 
Document Number: 22871V17 
Valid From: 19/04/2022 
Approver/s: Cathie ALLEN 

 

Procedure for Change Management in Forensic DNA 
Analysis 

1 Purpose and Scope 

This document describes the change management procedure that is to be used within 
Forensic DNA Analysis, to ensure that all process changes and projects occur in a 
controlled and timely manner.   This procedure applies to all process changes or projects 
that: 

- involve the validation/verification of equipment 
- involve the validation/verification of technical procedures  
- are projects with external funding 
- are internal projects (minor or major) which impact on sample reporting/processing 
- involve major LIMS function/configuration changes  
- impact on multiple stakeholders 
- require staff training to be implemented 
- significantly alter workflow procedures 

 
This procedure does not apply to: 

- routine document updates/alterations  
- minor technical changes which do not impact on sample reporting/processing  

(e.g. changes in specimen type, storage configuration changes) 
  

As an appendix to this document - is a checklist that can be used to guide staff on how they 
might approach a new idea/observation. It will assist in establishing if it should be recorded 
as an emerging/novel practice, as a minor change, or as a full project/change management.   

  
 
2 Definitions and Abbreviations 

For a comprehensive list of abbreviations refer to QIS 23849 Common Forensic DNA 
Analysis Terms and Acronyms.   

 
e-sign  Electronic signature 
FR:  Forensic Register 
FSS:    Forensic Scientific Services 
IT:   Information Technology 
LIMS:  Laboratory Information Management System used to record information and 

track exhibits/case files. 
NATA:  National Association of Testing Authorities 

 
3 Principle 

Changes within Forensic DNA Analysis have the potential to impact on our clients, on 
stakeholders (internal/external to FSS) and may impact on compliance with NATA.  As such 
changes which occur with Forensic DNA Analysis must be carefully considered and 

PB139

34

WIT.0014.0150.0034































 
 
 

 
Forensic and Scientific Services 

 

Page: 1 of 23 
Document Number: 34064V3 
Valid From: 15/12/2020 
Approver/s: Cathie ALLEN 

Miscellaneous Analytical Procedures and Tasks 

1 Purpose and Scope ................................................................................................................. 3 
2 Definitions ................................................................................................................................ 3 
3 Principle ................................................................................................................................... 3 
4 Reagents, Equipment and Consumables ................................................................................. 3 

4.1 Reagents .......................................................................................................................... 3 
4.2 Equipment ........................................................................................................................ 3 
4.3 Consumables .................................................................................................................... 3 
4.4 Entering Reagents, Equipment, Consumables and Locations into FR .............................. 4 

5 Safety ...................................................................................................................................... 4 
6 Sample Location and Batch Preparation .................................................................................. 4 

6.1 Forensic Register Workflow Diary ..................................................................................... 4 
6.2 Batch Creation .................................................................................................................. 5 

6.2.1 Pooling ...................................................................................................................... 5 
6.2.2 Transfers ................................................................................................................... 5 

6.3 QC Samples ..................................................................................................................... 5 
6.4 Sample Location and Locating Samples ........................................................................... 5 
6.5 Analytical Notes ................................................................................................................ 5 
6.6 Creating and Printing Sample Labels ................................................................................ 6 
6.7 Sequence Checking .......................................................................................................... 6 

7 Procedure ................................................................................................................................ 7 
7.1 Dilution Procedure ............................................................................................................ 7 
7.2 Pooling Procedure ............................................................................................................ 8 
7.3 Transfer Procedure ........................................................................................................... 9 

8 Forensic Register Tasks / Functions ........................................................................................ 9 
8.1 How to add an Exhibit Test ............................................................................................... 9 

8.1.1 Analytical Note Process ........................................................................................... 10 
8.1.2 Notation Process ..................................................................................................... 11 
8.1.3 Pooling Process ....................................................................................................... 11 
8.1.4 Reallocate Process .................................................................................................. 11 
8.1.5 Subsample Process ................................................................................................. 11 
8.1.6 Transfer Process ..................................................................................................... 12 
8.1.7 Changing Priority ..................................................................................................... 12 
8.1.8 Adding to Worklists / Ordering a Procedure ............................................................. 12 
8.1.9 Ordering a Reference Dilution .................................................................................. 13 

8.2 Creating an Exhibit from a Subsample ............................................................................ 13 
8.3 Registering Positive and Negative Controls .................................................................... 13 
8.4 Registering FSS Environmental Samples ....................................................................... 14 
8.5 Locked Batches that Require Changes ........................................................................... 14 

9 Analytical Tasks ..................................................................................................................... 15 
9.1 No DNA Detected (NDNAD) / DNA Insufficient for Further Processing (DIFP) List ......... 15 
9.2 No Work Required QPS (NWQPS) ................................................................................. 15 
9.3 Discarding Substrates, PCR and CE plates .................................................................... 16 

9.3.1 Substrates ............................................................................................................... 16 
9.3.2 PCR Amplification Plates ......................................................................................... 17 
9.3.3 CE plates ................................................................................................................. 17 

9.4 Weekly Stocktake ........................................................................................................... 17 

PB140

49

WIT.0014.0150.0049















































 
 
 
 
 

 

Page: 1 of 35 
Document Number: 34045V7 
Valid From: 03/05/2022 
Approver/s: Cathie ALLEN 

 

Quantification of Extracted DNA using the Quantifiler® 
Trio DNA Quantification Kit 

 
1 Purpose and Scope ................................................................................................................. 2 
2 Definitions ................................................................................................................................ 2 
3 Principle ................................................................................................................................... 2 
4 Reagents and Equipment ......................................................................................................... 4 

4.1 Reagents .......................................................................................................................... 4 
4.2 Equipment ........................................................................................................................ 5 
4.3 Consumables .................................................................................................................... 5 
4.4 Entering Reagents, Equipment, Consumables and Locations into FR .............................. 5 

5 Safety ...................................................................................................................................... 6 
6 Sample Location and Sample Preparation ............................................................................... 6 

6.1 FR Workflow Diary and Electronic Workflow Diary ............................................................ 6 
6.2 Batch Creation .................................................................................................................. 6 
6.3 QC Samples ..................................................................................................................... 6 
6.4 Sample Location and Locating Samples ........................................................................... 6 
6.5 Analytical Notes ................................................................................................................ 7 
6.6 Uploading Files ................................................................................................................. 7 

7 Procedure ................................................................................................................................ 7 
7.1 Quantification Set up......................................................................................................... 7 
7.2 Performing Quantification on the QS5 Instrument ........................................................... 14 
7.3 Quantifiler® Trio Results Analysis .................................................................................... 16 

8 Batch finalisation .................................................................................................................... 21 
9 Validation ............................................................................................................................... 25 
10 Quality assurance/acceptance criteria ................................................................................ 25 
11 References ......................................................................................................................... 25 
12 Associated documents ....................................................................................................... 26 
13 Amendment history ............................................................................................................ 26 
14 Appendices ........................................................................................................................ 28 

14.1 Appendix 1 - Manual Quantifiler® Trio Quantification Setup Procedure ........................... 28 
14.2 Appendix 2 - Troubleshooting: STARlet Troubleshooting Programs ................................ 30 
14.3 Appendix 3 - Troubleshooting: Batch Completed prior to Results Upload ....................... 34 
14.4 Appendix 4 - Troubleshooting: Locked Batch that needs samples to be removed ........... 35 

 
 
 
  

PB141

72

WIT.0014.0150.0072







































































 
 
 

Forensic and Scientific Services 
 
 

 

 

Page: 1 of 36 
Document Number: 17117V21 
Valid From: 08/03/2021 
Approver/s: Cathie ALLEN 

   Procedure for Case Management 

1 Purpose ................................................................................................................................... 3 
2 Scope ...................................................................................................................................... 3 
3 Definitions ................................................................................................................................ 3 
4 Case file overview .................................................................................................................... 4 

4.1 How to create a case file ................................................................................................ 4 
4.2 Additional Elements of a case file ................................................................................. 4 
4.3 Handwritten results and corrections within a case file ................................................ 5 
4.4 Case file storage and movement ................................................................................... 5 

5 Workflows ................................................................................................................................ 5 
5.1 Priorities .......................................................................................................................... 5 
5.2 PowerPlex®21 system kit vs AmpFℓSTR® Profiler Plus® case management............ 6 
5.3 STRmix™ versions ......................................................................................................... 6 
5.4 Case management workflows ........................................................................................ 7 

6 Case management................................................................................................................... 7 
6.1 Check quality .................................................................................................................. 7 

6.1.1 Batch statuses ......................................................................................................... 7 
6.1.2 Casefile Notations ................................................................................................... 8 
6.1.3 Notations .................................................................................................................. 8 

6.2 Check case information ................................................................................................. 8 
6.2.1 Check for reference samples associated to the case ........................................... 8 
6.2.2 Check for case allocation ........................................................................................ 8 
6.2.3 Check for paper file/case notes. ............................................................................. 8 
6.2.4 Check ownership of item ........................................................................................ 8 
6.2.5 Finalising samples no longer required................................................................... 9 

6.3 Assess results ................................................................................................................ 9 
6.3.1 Assess the number of contributors to the DNA profile ......................................... 9 
6.3.2 Assess the overall quality of the DNA profile ...................................................... 10 
6.3.3 Check VAR/OLA/ULP/XOVER calculations .......................................................... 10 
6.3.4 NAD samples ......................................................................................................... 10 
6.3.5 Edit DNA profiles ................................................................................................... 10 
6.3.6 Rework DNA extract if necessary. ........................................................................ 10 

6.4 Manage samples ........................................................................................................... 13 
6.4.1 Interpret .................................................................................................................. 13 

6.5 Report Results .............................................................................................................. 18 
6.5.1 Exhibit Result lines ................................................................................................ 18 
6.5.2 Exhibit Result line updates and amendments ..................................................... 18 
6.5.3 Suspect checks ...................................................................................................... 19 
6.5.4 Samples with undetermined quantitation values or insufficient DNA ............... 19 
6.5.5 Paternity Samples .................................................................................................. 19 
6.5.6 Using Coronial samples as Reference Samples in Exhibit results. ................... 20 
6.5.7 Using Covert samples to compare to DNA profiles ............................................. 20 

7 NCIDD ................................................................................................................................... 20 
7.1 Conditioned DNA profiles loading to NCIDD .............................................................. 20 

8 Peer review ............................................................................................................................ 21 
9 Reference sample management ............................................................................................ 21 
10 Case Managing a file with a ‘Just in Case’ SAIK................................................................. 21 

PB142

107

WIT.0014.0150.0107









































































PB143 

 

 

 

143

       

    

       

     

          

     
     

        

        

         

        

       

        

        

        

         

     

     
             

        

         

        

        

        

        

          

         

     
    

        

        

        

WIT.0014.0150.0143











































1

Paula Brisotto

From: Matthew Hunt
Sent: Thursday, 26 November 2020 3:14 PM
To: Allan McNevin; Kirsten Scott; Paula Brisotto; Justin Howes; Cathie Allen; Kylie Rika; 

Sharon Johnstone; Luke Ryan; Wendy Harmer
Cc: Chelsea Savage
Subject: Feedback from Project #181 -Implementation 
Attachments: Project 181 Implementation FRIT.pptx

Hi, 
 
Justin suggested I document the feedback received from the two Reporting team meetings following my 
presentation (attached) of an overview of Project #181 Implementation.  
 
R1 
Tom asked about whole items where an area has been found to be AP+ve, but then micro neg and p30 neg.  He said 
we’ve sometimes seen samples where an AP+ and p30 neg can still give male DNA. He suggested we could quant 
and hold these subsamples, and if the Y-Target and the SAT are sufficient (and similar to each other) then there may 
be sufficient male DNA to be worth proceeding to amp/profile. 
 
Tom also queried whether we had quantified the amount of sperm being retained on the swab heads following 
initial ER microscopy. After the meeting we discussed that we had not looked at that during the project, although 
section 6 (Part 2 of the Final Report) includes a result table showing the sperm head count, including for the swabs 
retained in spin baskets for the alternative ER process we were considering early on. 
 
Jacqui expressed concern about cases with allegations of digital penetration which she has seen processed for Diff 
Lysis. I suggested that she make note of any future examples and then we can pass these on to ERT for feedback if 
the examination performed was felt to unsuitable for the case circumstances. 
 
Adrian asked whether we had considered other methods such as adding buffered solution instead of water to help 
preserve and improve recovery of sperm cells. I said that this was discussed in the earlier stages of the Project, and 
that we read articles discussing methods used in other jurisdictions (for example Cellmark, UK who use proprietary 
buffers for this purpose). Project #95 concluded using buffers was not found to confer any particular advantage 
when using p30 kits.  
 
R2 
 
Josie wondered if there were particular cases in which TSI information was likely to be especially pertinent, then QPS 
could flag these in advance so that we could potentially process these differently, to allow for us to still be able to 
assess whether or not whole sperm (with tails) were present. We discussed that improving the microscopy 
sensitivity and obtaining an informative DNA profile result were of a higher priority to the potential for TSI 
information, which is not part of our standard reporting and rarely comes up in testimony. 
 
I had mentioned that for white stains on fabric that could potentially be aspermic semen, if the high dose hook 
effect were suspected (due to micro neg, p30 neg) then ERT could retest a dilution for p30. Claire asked whether this 
would also apply to a swab of pure semen. Would this get picked up if we didn’t have the stain to examine?  
 
-------------------- 
Neither team expressed strong opinions against dropping AP for presumptive screening (except for locating semen 
stains). 
 
 
Thanks, 
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Matthew Hunt 
Scientist - Forensic Reporting and Intelligence Team 

Forensic DNA Analysis, Police Services Stream  
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Paula Brisotto

From: Paula Brisotto
Sent: Thursday, 26 November 2020 12:05 PM
To: Kylie Rika; Allan McNevin; Allison Lloyd; Cathie Allen; Justin Howes; Kirsten Scott; 

Luke Ryan; Sharon Johnstone
Cc: Chelsea Savage; Matthew Hunt
Subject: RE: Project #181 Implementation decision point required

Hi everyone, 
 
Thanks Kylie for raising this. Some of my thoughts are below. 
 
One of my concerns is storage space. We currently have storage issues, and this could become our greatest risk in 
the future. This is not to say we will discard anything we need to retain. It means storage does need to factor into 
our considerations. 
 
My thinking on retention of the supernatants: 
 
My understanding is that we currently do not retain these supernatants (or any supernatants) from our processes, 
so this would be a new process and substrate to retain. If it is considered necessary to retain supernatants for sperm 
detected samples, would we potentially need to do this this for all case types? If this is the case, we would need to 
consider how this would be managed, and by whom. This may become quite complicated.  
 
I think if the technology makes advancements and there becomes products available in the future that could be 
suitable for such testing, it could be considered then, but for now I think the risk is greater for storage space and 
ability to manage the cases for potential retention from all sample types. 
 
These are just my musings and some questions that popped into my head as I was thinking it through. Happy to hear 
other thoughts. 
 
Thanks, 
Paula 
 
 
 

From: Kylie Rika <   
Sent: Thursday, 26 November 2020 11:26 AM 
To: Allan McNevin <  Allison Lloyd <  Cathie 
Allen <  Justin Howes <  Kirsten Scott 
<  Luke Ryan <  Paula Brisotto 
<  Sharon Johnstone <  
Cc: Chelsea Savage <  Matthew Hunt <  
Subject: RE: Project #181 Implementation decision point required 
 
Thanks Allan 
 
Even if sperm were detected, it is not to say that the profile obtained is the only profile of interest in the case. This 
all very much depends on the case circumstances which is why I think some sort of review process on what cases 
might become a cold case would help us in preserving potentially useful material. 
 
I agree with you that spin baskets are probably a better source than SN’s but in the cold cases where we have 
exhausted even the spin basket option, we could look at the SN – who knows what technology and applications (not 
to mention increased sensitivity) there will be in the future. 
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Thanks 
Kylie 
 

From: Allan McNevin <   
Sent: Thursday, 26 November 2020 10:23 AM 
To: Kylie Rika <  Allison Lloyd <  Cathie Allen 
<  Justin Howes <  Kirsten Scott 
<  Luke Ryan <  Paula Brisotto 
<  Sharon Johnstone <  
Cc: Chelsea Savage <  Matthew Hunt <  
Subject: RE: Project #181 Implementation decision point required 
 
Hi all, 
 
The supernatants that we propose to discard are from those samples where spermatozoa were detected 
microscopically, for all samples where there were no sperm seen, the supernatant will be consumed in testing. Spin 
baskets would be a better source of secondary material if further testing on was to be considered down the track. 
 
Cheers 
Al 
 
 

 

Allan McNevin 
Senior Scientist – Evidence Recovery  

Evidence Recovery Team, Forensic DNA Analysis  
Forensic & Scientific Services, Health Support Queensland, Queensland Health  
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From: Kylie Rika <   
Sent: Thursday, 26 November 2020 9:22 AM 
To: Allan McNevin <  Allison Lloyd <  Cathie 
Allen <  Justin Howes <  Kirsten Scott 
<  Luke Ryan <  Paula Brisotto 
<  Sharon Johnstone <  
Cc: Chelsea Savage <  Matthew Hunt <  
Subject: RE: Project #181 Implementation decision point required 
 
Hi all and thanks Allan, 
 
I am really sorry I forgot to vote – I remember at the time reading the information and thinking that I need to think 
on this so will come back to it. Apologies again for missing the deadline. 
 
I would just like to raise a concern I have of not keeping the supernatants indefinitely. 
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At first thought, it would seem that there would be little chance of the supernatants containing anything useful for 
the future (for cold cases). However, unless we have done testing or have information from journal articles 
demonstrating that the supernatants don’t contain trace amounts of nDNA, mRNA, mtDNA etc… then there exists a 
risk that we could be throwing something valuable away. 
 
Often with cold cases we are asked if there is anything at all we can go back to. Recently, we got a really useful 
profile from a completely empty DNA extract tube – 10 or 20 years ago who would have anticipated that?! 
 
We don’t know what we don’t know yet, so perhaps we could have some kind of review process for cases we think 
may turn into cold cases and for those ones, we could keep absolutely everything? This would be in line with Allan’s 
project of trying to get sperm off cover slipped slides etc.. 
 
I hope that my late thoughts can be considered. 
 
Thanks 
Kylie 
 

From: Allan McNevin <   
Sent: Thursday, 26 November 2020 8:11 AM 
To: Allison Lloyd <  Cathie Allen <  Justin Howes 
<  Kirsten Scott <  Kylie Rika 
<  Luke Ryan <  Paula Brisotto 
<  Sharon Johnstone <  
Cc: Chelsea Savage <  Matthew Hunt <  
Subject: RE: Project #181 Implementation decision point required 
 
Hi all, 
 
I have received votes from almost everyone 
 
So far the votes are as follows: 
 
Retain for three months: 5 votes 
Retain for 12 months: 1 vote 
Don’t retain at all: 1 vote 
All other options received no votes 
 
3 months was the time frame the project team were considering most appropriate as well 
 
Given that we have a clear majority for 3 months, that is the process we will implement from Monday 
 
Cheers 
Al 
 
 
 
 

 

Allan McNevin 
Senior Scientist – Evidence Recovery  
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From: Allan McNevin <   
Sent: Wednesday, 18 November 2020 8:14 AM 
To: Allan McNevin <  Allison Lloyd <  Cathie 
Allen <  Justin Howes <  Kirsten Scott 
<  Kylie Rika <  Luke Ryan 
<  Paula Brisotto <  Sharon Johnstone 
<  
Cc: Chelsea Savage <  Matthew Hunt <  
Subject: Project #181 Implementation decision point required 
 
Hi all, 
 
Looking back through the workflow notes we had made, we have realised that a decision needs to be made 
regarding one element of the new process. This decision is not critical prior to go live, however it would be neater if I 
had answer before implementation. 
 
As a reminder here is a simple overview of the new process: 
 
Exhibit for semen testing is sampled into a tube in ER 
Nanopure water added, mixed and incubated, then some supernatant is removed and stored frozen for possible 
later testing 
Exhibit submitted to Analytical – Diff Lysis extraction 
Post extraction EFRACs are processed to quant etc. or held as per current processes 
Post extraction, SFRACs are held, microscopy on diff slide performed  

- Spermatozoa detected – process to quant etc. 
- No sperm seen, p3O is performed on the retained supernatant from above 

o p30 pos – process to quant etc.. 
o p30 neg – sample is considered semen neg, processing halted 

 
The decision point required. 
 
For all of the samples where spermatozoa are detected microscopically, no testing will be performed on the 
supernatant that was retained by ER at the start of the process. 
 
So, how long should we retain those supernatants (remembering they will be spermatozoa detected 
microscopically)? 
 
(Note: it is expected that we could be producing upwards of 1,000 supernatants that do not require testing each 
year, so could become a storage burden relatively quickly) 
 
Please use the voting options and vote by COB Wed next week (25/11); if choosing “other” please also reply-all with 
your suggestion 
 
Thanks for your attention 
Cheers 
Al 
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Paula Brisotto

From: Luke Ryan
Sent: Monday, 23 November 2020 3:37 PM
To: Adam Kaity; Alanna Darmanin; Amy Cheng; Belinda Andersen; Biljana Micic; 

Generosa Lundie; Lai-Wan Le; Lisa Farrelly; Maria Aguilera; Megan Mathieson; 
Melissa Cipollone; Nicole Roselt; Pierre Acedo; Sharelle Nydam; Tara Prowse; Tegan 
Dwyer

Cc: Kirsten Scott; Allan McNevin; Chelsea Savage; Paula Brisotto
Subject: Project 181 Implementation

Afternoon All 
 
Project 181 is being implemented on Monday 30th November.  This main outcome of this project was to move the 
presumptive screening tests ER perform to after the DNA Extraction (DLYS) has been performed. This will limit 
sample consumption during presumptive testing as only one slide will be made – the Analytical DLYS slide (and ER 
will only be reading one slide per sample). 
 
ER will make and retain a supernatant for all DLYS samples and submit for extraction. Analytical will do the DLYS 
extraction and make the DLYS slide as normal which will be transferred to ER for reading.  ER will do the following: 

 Slide Sperm pos – ER add to Quant WL (no P30 test required) 
 Slide Sperm Neg – P30 pos – ER add to Quant WL 
 Slide Sperm neg and P30 neg - NFA 

 
The change for Analytical relates only to transition of SFRACs at the end of the DLYS extraction.  Please blank out all 
SFRACs so they do not transition to Quant.  ER will be responsible for ordering Quants on samples once they have 
completed their presumptive testing as above.  There is no change to how the EFRACs are processed.  The only 
exception to this rule is for P1s which will progress through to quant after the DLYS.  An FR enhancement has been 
logged to automate this process in the future (based on ER’s validated presumptive results). 
 
Allan has kindly created three sturdy plastic slide boxes (see below). Please track your DLYS slides into these boxes 
at completion of your DLYS. These boxes will be used to transfer slides to ER and then they will be returned empty. 
 
To facilitate the smooth transition, on Friday afternoon please add all DLYS samples on the extraction WL to an 
extraction batch.  This means that all samples added to the list on Monday 30th morning will be processed according 
to the new protocol.  I appreciate this means we will have a partial DLYS batch, but this is unavoidable. 
 
Any questions please come and see me.   
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Fletcher, Caitlin 67002

From: Kirsten Scott <
Sent: Friday, 9 September 2022 10:25 AM
To: Thomas Nurthen; Paula Brisotto
Subject: FW: Minor Change - Comparison of NIST Standards 2372 and 2372a
Attachments: Proposal for Comparison of NIST Standards 2372 and 2372a.pdf

Tom, 
 
Complete but not yet signed off. 
Welcome to send feedback if you think it is needed 
 
Kirsten 
 

From: Tara Prowse <   
Sent: Friday, 9 September 2022 6:43 AM 
To: Paula Brisotto <  Luke Ryan <  Kirsten Scott 
<  
Cc: Chelsea Savage <  
Subject: Minor Change - Comparison of NIST Standards 2372 and 2372a 
 
Hi All, 
 
Attached is the PDF version of the Proposal for Minor Change - Comparison of NIST Standards 2372 and 
2372a ready for signing.  It can be found: 
 
I:\Change Management\Minor Change Forms - completed\NIST Standard\Proposal for Comparison of NIST 
Standards2372 and 2372a 
 
Regards, 
Tara 
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Valid From: 04/08/2021 
Approver/s: Cathie ALLEN 

 
Results 
 
Serial Dilutions for both NIST SRM 2372 and NIST SRM 2372a were prepared in triplicate as 
described in the experimental design.  The samples were quantified using the Applied 
Biosystems™ QuantStudio 5 Real-Time PCR system.  The results of the quantification 
processes are outlined in Appendix 1.  The expected Quantification concentration results were 
compared to the actual Quantification results obtained and the percent change calculated.  
Figure 1 shows the inaccuracy of the quantification results obtained for NIST SRM 2372 
compared with the inaccuracy of the quantification results obtained for NIST SRM 2372a.     
 
 

 
 
Figure 1  Inaccuracy NIST 2372 & NIST 2372a (%) 
 
 
NIST SRM 2372a was opened immediately prior to performing the serial dilutions.  The 
Certificate of Analysis for NIST SRM 2372a was issued on 13 March 2018 and is valid until 13 
February 2023.  The variation between the expected quantification values and the actual 
quantification values for all three standards (A, B and C) obtained were within +/- 30%.  This 
range is similar to the variation seen in previous internal validations.   
 
The Certificate of Analysis for NIST SRM 2372 was issued on 08 January 2013 and was valid 
until 31 December 2017.  NIST SRM 2372 was used for this experiment approximately 4.5 
years outside of the Certificate of Analysis validity.  The inaccuracy of the quantification values 
obtained was greater than that of NIST SRM 2372a.   
 
The quantification values obtained for NIST SRM 2372 (A) were higher than expected, obtaining 
values that ranged from 22% - 105% more than the expected quantification values. NIST SRM 
2372 (B) returned quantification values 16% - 55% lower than the expected quantification 
values. NIST SRM 2732 (C) performed the best out of the triplicates and was within the +/- 30% 
variation range observed with NIST SRM 2372a. 
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A subset of results from dilutions tested in Project #185 (closest in concentration to those tested 
in this minor change) have been analysed and the inaccuracy calculated.  These are outlined in 
Appendix 2 with the subset analysed highlighted in yellow.   
 
 
Discussion 
 
NIST SRM 2372a obtained quantification values which were within +/-30% of the expected 
quantification value. DNA quantification is only an estimation of the DNA concentration and 
therefore variation is expected. Furthermore, DNA quantification uses real time PCR which has 
run to run variation. In addition, preparation of the serial dilution introduces variation due to 
pipetting error, which is compounded with each successive step. It is therefore not unexpected 
to see variation with quantification results, as seen for NIST SRM 2372a. 
 
When tested for this Minor Change NIST SRM 2372 (A) in this experiment gave higher 
quantification values than expected (up to 105% higher for the lowest dilution), indicating the 
concentration of NIST SRM 2372 (A) has increased over time.  It was noted prior to the 
commencement of testing that there was just enough of standard (A) remaining to use for the 
serial dilutions.  The low remaining volume of NIST 2372 (A) may have contributed to the higher 
than expected results in this experiment, due to inadequate mixing during previous use and/or 
evaporation during extended storage. It should be noted that these explanations for the 
observed increased concentration could not be confirmed. The quantification results for NIST 
SRM 2372 (A) obtained in Project #185 produced an inaccuracy of between -48% to +9% (refer 
to Table 8), which is closer to the variation in quantification results obtained for NIST SRM 
2372a in this experiment. The variation seen for NIST SRM 2372 (A) in project #185 may be 
explained by the expected variation discussed above, or by the theory that this standard was 
not mixed adequately before being used for this project, resulting in lower than expected 
quantification values when used for project #185, and higher than expected quantification 
values in this minor change. 
 
When tested in this Minor Change, NIST SRM 2372 (B) gave quantification results that were 
lower than expected, with results 15% - 50% less than the expected quantification results. When 
tested in Project #185, quantification results for serial dilutions of similar concentrations were 
8% - 57% lower than expected (refer to Table 9).  The inaccuracy observed for NIST SRM 2372 
(B) in this Minor Change and Project #185 were comparable, indicating that NIST SRM 2372 (B) 
has not significantly decreased in concentration since it was used in Project #185. 
 
When tested in this Minor Change NIST SRM 2372 (C) gave inaccuracy of -4% to +22%, and 
NIST SRM 2372a C gave inaccuracy of -1 to 27%.  In Project# 185, NIST SRM 2372 (C) gave 
inaccuracy of 9% - 35%. The results obtained for NIST SRM 2372 (C) in this minor change and 
in project #185 are consistent, and show the same variation produced by NIST SRM 2372a and 
similar variation seen in previous internal validations.  These results indicate that NIST SRM 
2372 (C) has not significantly decreased in concentration since it was used in Project #185.   
 
The results of this Minor Change can be used to inform the investigation in OQI# 56218 – Use 
of NIST standard in Project #185.  Please refer to Audit QIS# 29759 for more detail regarding 
the risk of using NIST SRM 2372 outside of the Expiration of Certification for Project #185.  
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Appendix 2 
 
Table 8 Project #185 - NIST 2372 (A) 

 
 
 
 
Table 9 Project #185 NIST 2372 (B) 
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