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1 Purpose

The purpose of this document is to describe the procedure for managing DNA profile results
using the Forensic Register (FR).

2 Scope

This procedure shall apply to all Forensic DNA Analysis staff who interpret DNA profile
results.

This procedure does not include the guidelines for the scientific interpretation of DNA profiling
results. This information can be found in QIS 17117 Procedure for Case Management.

Use of the Profiler Plus amplification kit within Forensic DNA Analysis was ceased in January
2018 (Appendix 13 — Profiler Plus). From this date all samples were amplified using the
PowerPlex 21 amplification Kit.

3 Definitions

To date, the interpretation and management of DNA profile results in Forensic DNA Analysis
has been referred to as “Case Management”. Within the Forensic Register, the term “Case
Management” refers to the management of a case as a whole rather than the individual
exhibit results. It is therefore necessary for terminology within Forensic DNA Analysis to be
brought in line with the FR. The interpretation and management of DNA profile results will
now be referred to as “Profile Data Analysis” and a person who performs Profile Data Analysis
will be referred to as a “Profile Analyst”.

Forensic Register (FR) Forensic DNA Analysis LIMS

PDA Profile Data Analysis

PP21 PowerPlex 21

P+ Profiler Plus

NCIDD National Criminal Investigation DNA Database

CX Complex unsuitable

NP No profile

PU Partial unsuitable

ST Sub-threshold peaks

PRT Profile Record Table

CPT Case Profiles Table

GM GeneMapper IDX

WL Worklist

DNAIntel Person sample profiles with the descriptor “DNA Person
Sample Intel”

AC Assumed contributor

UK Unknown (a profile that does not match to a reference or
DNAIntel sample)

Epg Electropherogram

4 Worklists

There are a number of worklists to direct the workflow of samples that require interpretation,
review or STRmix analysis. These lists are summarised in Table 1 below. Also refer to
Appendix 2 — Profile Data Analysis (PDA) Worklists (Crime Scene).
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To access these lists, the profile analyst / reviewer needs to navigate to the sample
management pages of the FR. This can be done by entering ‘sm’ into the global search field
of the primary case management page.

If a sample has populated a crime scene PDA list but one or more batches are under
investigation then the ‘GMIDX’ column will display ‘INV’ and the sample will be greyed-out at
the bottom of the list. Once all batches are completed the sample will appear as normal to
the appropriate place on the list.

To action exhibits that are no longer required, refer to QIS 34006 — see Appendix 7. Whilst
to action samples with no DNA detected or DNA insufficient for further processing results,
refer to QIS 34064.

Table 1 — Worklists

. Additional
Worklist Sub-list P Population Removal Default ti I
orkiis ub-lis urpose triggers triggers filter optiona
filters
CE batch
passed; QFLAG ’gl'&'
Reference ';’at)s:id,lop:()jﬁelz Profile copied Date & time of EVDRW
Reference sample and aprea der down or rework receipt FTP
analysis comment that ordered LLIJI\ll(K
doesn't trigger INV
an auto-rework
Rework
ordered;
PP21 profile ‘STRMix’
Case Work | data analysis technique
PP21 (Priority 1 and (worklist)
2 samples ordered; ‘Profile .
ples) Review’ test 1. User is PDA
oo |
Rework' Reporter ALL
CE batch ordered; 3. Priority 1 SS
Case Work PP21 profile passed; QFLAG STRMix . then 2 MIX
. pp21 (P3) | dataanalysis | oo o d: profile | technique WL) | pate g time |  COMPLEX
Profile (P3 samples) | Passed. P ordered; ‘Profile | . UNDEFINED
PDF uploaded - of receipt
Data Review’ test 5. Samples INV
Analysis ordered with batch at ENV
Profile data Rework investigation
analysis of ordered: (INV)
samples with ‘STRMix’
Case Work unkngwn technique (WL)
e ( d(i:lnt?z::t;yn d ordered; "Proﬁle
cut-over Review’ test
samples) ordered
Casework
sample adds to
list if:
Profile data 1. Ref newly 1.User is PDA
analysis of associated to analyst
Case Work completed case ‘Profile Review’ 2. Useris
+ Ref samples where 2 Ref comment test ordered Repgrtgr
new reference | is ‘OK’ and PDF 3. Priority
samples have uploaded 4. Date & time
been received 3. PDA results of receipt
for casework
sample are
validated
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4. Casework
sampleis 1, 2,3
or 4 contributors
Case Work PP2.1 profile
PP21 review (P2
samples)
Case Work PP2'1 profile
pp21 (P3) | eview(P3 ALL
samples) ss
p'fff:l’fsww‘i’tfh ‘Profile Review’ . SSNCIDD
Profil Case Work | unknown incorracisd Reviower MIXNGIDD
rofile ase Wor : . — incorrected, eviewer
Review Unknown | oSty | Pt o | vaidated or 2. Priority COMPLEX
cut-over ‘Click tq 3. Date & time PATERNITY
samples) Rework of receipt ENV
selected (except Case
Profile Qata Work + Ref
analysis of list)
Case Work completed
+Ref samples where
new reference
samples have
been received
STRmix ‘STRMix’ ‘ o .
STRmix analysis technique (WL) S-ﬁnﬁe;es't Dat?ei et;:;e of None
request ordered
STRmix
Awaiting STRmix analysis ‘STRMix’ test ‘STRMix’ test Date & time of None
Review allocation and ordered validated receipt
completion
Same profile
copied down 1.User is PDA
Interim I;;o;‘:lesga: “-interim’ suffix in inFt>o Profile analyst
DNA revi)éw of Profile Record Record Table 2. Priority None
Results interim results Table with a suffix 3. Date & time
other than ‘- of receipt
interim’

For additional optional filters, it is possible to request more through the FR provider if a
specific workflow requirement is identified. For example, an OQl filter for samples affected
by a specific adverse quality event.

5 Basic Functions of the PDA Page
The PDA page is split into five main sections:
e Exhibit Detail — provides relevant information about the sample
e Profile Analysis — provides batch information including volumes. Where GeneMapper
IDx information and STRmix import files can be obtained
e Profile Interpretation — used to record basic interpretation information and STRmix
deconvolution. Where auto-add result lines can be generated
e Profile Record — used to record single source profiles and contributors resolved from
a mixture. Also used to record profiles for upload to NCIDD
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e Case Profiles — used to record all associated reference samples, reference sample
comparisons and unknowns for a case

Other functions on the page are as follows:

= This icon is found in the top right hand corner of the page. From here STRmix report files
(in PDF format) can be added. Clicking this icon will open the ‘STRmix File Import’ page. The
scientist can drag the required files into the box (or browse by clicking ‘Add Files’) and click
‘Start Upload’. Once the upload is complete, click the save icon ('f)) and the STRmix files will
be filed in the Profile Interpretation section of the PDA page. Also refer to Section 12. The
STRmix PDF must have the following haming convention:
e For adeconvolution ‘QPXXXXXXXXXX_YYYYYYYyYy where ‘XxxxxxxxxXx’ is the QP number
and ‘yyyyyyyyy’ is the crime scene sample barcode
e Fora LR ‘QPXXXXXXXXXX_YYYYYYYYY_LRPrev_1_zzzzzzzzz’ where ‘XXXXxXxxxxx’ is the
QP number, ‘yyyyyyyyy’ is the crime scene sample barcode and ‘zzzzzzzzZz' is the
reference sample barcode

= This icon is found in two places on the page:

In the top right hand corner — clicking this icon will change between the PDA page and the
Exhibit Testing / Movement page

Above the Case Profiles table — clicking this icon will produce a profile table for all reference
samples and unknowns in the case. This table will default to the kit type used for the
processing of the sample. This can be changed between P+ and PP21 by clicking on [P+]
and [PP21] underneath the table. Clicking [P+ All] or [PP21 All] will display all profiles in the
case that have been entered into the Profile Record table

% This icon is found in the top right hand corner of the page. Clicking on this icon will open
a new window containing the GeneMapper® record for all CE runs for the sample. The
information in this record is the same as that detailed in Section 6.2 however it does not
contain the height and size columns. All epgs can be opened from this window either
individually by clicking on the relevant PDFs or all at once by clicking on ‘Open All’

“ This icon is found in the top right hand corner of both the PDA page and Exhibit Testing /
Movement page. Clicking on this icon utilises a built in ‘PDA Robot’ designed to check all
results lines entered for a sample against the completed information in the PDA page. A new
window opens and any discrepancies are highlighted with a red cross showing anticipated
result lines versus entered result lines. These potentially incorrect results should be
investigated prior to PDA review (Section 18).

© This icon is found above the Profile Interpretation table. Clicking on this ‘Add Results’ icon

generates the exhibit result lines for a sample (only three lines at a time) based on the
completed information in the Profile Interpretation, Profile Record and Case Profiles sections
of the PDA page (Section 18).

2 This icon is found above the Profile Analysis table. Clicking this icon will allocate the
sample to the scientist clicking the icon and their name will populate to the left of the icon. If
a second scientist were to subsequently click this icon, then the sample will be allocated to
this scientist in place of the first scientist. Once a sample is allocated it cannot be unallocated,
it can only be reallocated to another scientist.

¥ This icon is found above the Profile Analysis table and is used to enable the page to be
edited.
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£ This icon replaces the edit icon when enabled and is used to save changes made to the
page.

The Sample Notes section can be used to record auditable notes against a sample.

6 Profile Analysis Table

DNA Extraction & Post Ext. (118 DNA Quantification ng/pl STR Amplification SV1 | Tvil|sv2 Tv2 Capillary Electrophoresis 1lndud=

CDNAEXT20150706-01 ML | CDNAQUA20150706-01 1 0.123 | CSTRAMP20150706-01 GO1 | 4.0 |11.0| 0.0 | 0.0 CCE20150706-05 GO1 M | @
o 2] 5 o 060
Figure { SEQ Figure \* ARABIC } - Profile Analysis Table

o Volume post extraction — applies to microcon batches only
Quantification value (short fragment)
Amplification volumes
CE batch position — click here to access GeneMapper Record (Section 6.2)
Check box to show that this run is to be included in STRmix analysis
Click to export STRmix input file for this run

Hovering over the quant value will display a pop-up box with all of the Quant Trio results
(Figure { SEQ Figure \* ARABIC }).

DA Quantification ng/pL STR amplification SV1|TVL|SV2|TV2

CDNAQUA20170504-01 W 0.4511 | CSTRAMP20170505-02 GO1 2.6 |17.4| 0.0 | 0.0

Profile Notes

NP PU ST Miu

Amel D8

Figure { SEQ Figure \* ARABIC } — Quant Trio Values

6.1 Quality Control

When entering into a sample to interpret the results, the first action by the scientist is to check
the quality markers of the batches associated with the sample.

The ‘Profile Analysis’ table (Figure 1) details all of the batches that a sample has been
processed on. Each batch will have a quality marker in the form of a coloured square. The
colour of the square indicates the status of the batch as follows:

Red = batch failed
Orange = batch in progress or under investigation
Green = batch passed

If there is a & symbol, this indicates there is a batch comment. Hovering over this symbol or
the batch id will show all or part of the comment and the progress of the batch. If the comment
is ‘<3’, this means there are less than 3 peaks in a negative control and the comment does
not need to be actioned further. If the comment is ‘see batch’, this means the scientist needs
to enter into the batch and read the associated notes to ensure the result for the relevant
sample is reportable. The batch notes should be acknowledged as ‘noted’ in the ‘Sample
Notes’ section of the PDA page.
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Quality flags can be acknowledged by the reviewing scientist, provided both entering and
reviewing scientists are aware of any critical quality issues.

A batch can be entered into by clicking on the batch id in the Profile Analysis table.

Results should not be reported until all batches have passed and display a green square.
However, there are exceptions to this stipulation. For urgent results, the scientist can check
all batch notes and any associated control profiles for issues. If no quality issues are
identified, the urgent results can be interpreted with notes added to the Sample Notes section
accepting all batches. For no DNA detected or DNA insufficient for further processing results,
the scientist can interpret these samples once the quantification batches have passed.

6.2 GeneMapper® Record
Clicking on the position number adjacent to the CE batch id will open a new window
containing the GeneMapper® record for that CE run (Figure { SEQ Figure \* ARABIC }). The
‘Alleles (GeneMapper)’ column (highlighted in green) displays all of the designations as
exported from GeneMapper at the time of plate reading; the information in this column cannot
be changed. The ‘Alleles’ column displays all of the designations as exported from
GeneMapper at the time of plate reading and the information in this column can be changed.
The ‘Height’ and ‘Size’ columns display the peak heights and sizes of the alleles in their
respective order.
(xEHrT /164112251 241
QPS Forensic Services
GeneMapper® 2
Allslas (GenaMapper) | Alldes Halght Lize
e |
= |
Figure { SEQ Figure \* ARABIC } — GeneMapper Record
6.2.1 PowerPlex 21
The following functions apply to this page:
1. In the default view, the ‘Alleles’ column shows the allele designations only, the stutter
peaks are hidden from view. Clicking the edit button ('2) displays the stutters as well
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as the alleles. Clicking the save button (%) reverts to the default view (without
stutters). The heights and sizes relating to all peaks (stutters and alleles) are
displayed in the ‘Height’ and ‘Size’ columns at all times

2. The ‘Alleles’, ‘Height’ and ‘Size’ columns are used to generate the input file for
STRmix. These fields can be edited

3. When the record is edited, the line will highlight yellow to show that the record has
been changed. The reason for any manual changes should be recorded in the Sample
Notes

4. PDFs of the epg can be accessed from the ‘GeneMapper ID-X Files’ box at the bottom
of the window

6.2.1.1 Removing Peaks from PP21 Profiles

On occasion a peak may be left on the profile by the plate reader in error, such as a -2 repeat
stutter peak or an artefact peak (QIS 34112). This peak can be removed from the
GeneMapper Record by the following process:

a. Click the edit button ('2)
b. Delete the allele in question along with the respective height and size
c. Click the save button(#)

It is important to ensure that the correct height and size is removed. Following the removal of
the peak, only the non-zoomed epg needs to be updated / annotated and uploaded into the
FR. This can be done as described in Appendix 3 — Amending PDFs, alternatively the peak
can be removed in GeneMapper and the epg re-PDF’d. Add a sample note detailing the
amendment.

6.2.1.2 Adding Peaks Back on to PP21 Profiles

On occasion a peak may be removed from the profile by the plate reader in error. In order to
add the information back into the GeneMapper Record it is necessary to obtain the correct
allele designation and its associated height and size from GeneMapper. The Profile Analyst
must add the peak onto the profile using GeneMapper and re-PDF the epg ensuring that the
alleles are labelled with the allele designation, the height and the size of the peak. This is
required so that the reviewer is able to easily check this information from the epg. This peak
can be added to the GeneMapper Record by the following process:

a. Click the edit button ('2)

b. Enter the allele into the alleles column ensuring the alleles are in number order and
are separated by a comma

c. Enter the height into the height column ensuring that it is in the same position as the
allele, e.q. if the allele is the second entry in the ‘alleles’ column, the height must be
the second entry in the ‘height’ column

d. Enter the size into the size column ensuring that it is in the same position as the allele
and height

e. Click the save button('&s)

The new non-zoomed epg must be uploaded into the FR as described in Appendix 3 —
Amending PDFs. Add a sample note detailing the amendment.
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7 Profile Interpretation Table

The Profile Interpretation table is where the number of contributors, STRmix deconvolution
including resolved alleles and simple interpretations for a DNA profile can be recorded. The
notes section within this table is for reminders only since the entries within this section are
not recorded in the audit trail. An example of when this notes section might be used is to
remind the scientist to look at a particular locus when the rework is completed. Since it is
expected that the majority of profile data analysis will be paperless, this section is analogous
to using a sticky note in a case file.

71 PowerPlex 21

|
Contributors 0 Profile 9 STRmix™ | Notes

1 2 3 4 S CcX NP PU ST o o
Figure 1 — PP21 Profile Interpretation Table

This section is used to record the number of contributors to a profile
With the exception of - s, this section is used to record interpretations that don’t require
any further action:
a. cxis to record a profile that is a complex mixture and is unsuitable for further
interpretation
b. v is used to record a no profile result
c. “ru is used to record a profile that is partial and unsuitable for further interpretation
d. sT can be used in conjunction with the number of contributors or * * to record that
there are also sub-threshold peaks within the profile
°When a STRmix deconvolution PDF file is uploaded (Appendix 6 — STRmix Workflow), a
= jcon will be displayed. Clicking on this icon will download the PDF
0 Notes section (not audited)

When a STRmix deconvolution PDF is uploaded into the FR the individual contributions will
be displayed at the bottom of the Profile Interpretation Table (Figure { SEQ Figure \* ARABIC

D

Profile Interpretation

Contributers Profile STRmix™ Notes

—
1@®; O3 U4 Os cx One Opu sT =3

D3 D1 D6 D13 PentE D16 D18 D2 CSF | PentD THO1 & wWA D21 D7 DS TPOX D8 D12 D19 FGA

14,15 14,16.3| 13,19 10,12 10,16 10,13 | 1516 20,21 10,11 2,11 6,7 14,16 | 23,26 6,13 11,12 612 13,16 | 16,17 12,12.2] 18,22

2 1.0 0.0 0,0 0.0 0.0 0.0 13,0 0.0 0.0 0.0 3.3.0 0.0 0.0 0.0 0.0 0,0 c.0 0.0 c.0 0.0

Figure { SEQ Figure \* ARABIC } - Profile Interpretation Table with Mixture Contributions

8 Profile Record Table

The FR contains a database of profiles from various sources including casework and
reference profiles, staff profiles and elimination database profiles and person sample profiles
with the descriptor “DNA Person Sample Intel” (DNAIntel samples). A crime scene profile
(single source or resolved component of a mixture) is added to this database when it is
entered into the Profile Record table and the record saved. A profile can be added to the
table manually as well as by a process called ‘copy down’ from the GeneMapper Record, a
STRmix results file or a combination of ‘copy down’ followed by manual edit (Section 8.3.2
and Appendix 4 — Profile Data Analysis of a Single Source PP21 Profile for NCIDD).
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When entering a profile each locus must have two alleles separated by a comma and missing
alleles must be represented as a zero ‘0. ‘NR’ is not recognised in this table and should not
be used. Amelogenin must be represented as X, X’; ‘X,Y’; ‘X,0’ or by leaving the field blank.
‘X’ on its own must not be used as this is not recognised by NCIDD.

The Profile Record table can be cleared whilst in edit mode by clicking the & icon. This will
delete all records in the table that have not been validated. Clicking the ‘CLR’ button above
the Profile Record table will clear the entry that has been made in the same edit.

The ‘“+NCIDD’ box (see © in Figure 10) enables the scientist to nominate the profile for
upload to NCIDD.

A suffix should be selected for all profiles copied down into the Profile Record table to
describe the profile type (see © in Figure { SEQ Figure \* ARABIC }). If the profile is
nominated for NCIDD, this is the suffix that should be used for NCIDD.

Refer to Section 8.3.1 and Section 9 for a description of the ‘+CPT’ box.

The following profiles MUST be recorded in the Profile Record table:

e All single source profiles with =2 12 alleles;

All resolved components of mixed profiles with = 12 alleles;
Single source profiles with <12 alleles where the profile is able to be matched /
designated (one sample per case);

e Resolved components of mixed profiles with <12 alleles where the component is
going to be matched / designated (one sample per case), e.g. PP21 two person
conditioned mixture where the remaining consists of 7 alleles and is being designated
as UKM1

e All conditioned components of mixed profiles

Unresolved mixed profiles should not be recorded in the profile record table.

The Profile Record table should be completed for a single contribution in one action
as once the record is saved it can only be edited by deleting the whole record (by
clicking the '© button whilst in edit mode).

8.1 FR Database Matching

If a profile entered into the Profile Record table consists of >12 alleles, clicking the ¢ icon (
OFigure 10) will cause it to be searched against the FR database for possible matches in the
following order:

Staff elimination database (Forensic DNA Analysis staff, QPS staff and FBUNKSs)
Reference samples within the case

DNAIntel (reference) samples external to the case

Unknown profiles within the case

PON=

If a match is obtained it will be displayed in the match cell below the profile (©). The matching
rules allow one mismatch with the number of matching and mismatching alleles being
displayed in brackets in the match cell; the first number is the number of matches, the second
number is the number of mismatches.

If a match to the staff elimination database occurs, refer to QIS 34281 for required action.
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If the scientist agrees with the match nominated by the database then the designation can
remain, if the scientist does not agree with the match the scientist can overwrite the match
information.

If a partial profile is copied down and a match to a reference sample is displayed, the scientist
may have additional information (such as sub-threshold peaks) that excludes that person as
being a match. In this instance the scientist may decide that the profile is unknown and
overwrite the match information with an unknown designation in the format described below.

If a partial profile is copied down and no match to existing profiles is displayed, the scientist
needs to be aware that if there are less than 11 matching alleles, it is possible for a match to
an existing partial profile to be missed by the FR (Figure 6). In this instance the scientist can
manually add the match information to the Profile Record table (i.e. remove the FR generated
designation and replace with the designation of the matching profile).

Profile Record

Amel D3 o1 D& DI3 PemE D16 D18 D2 CSF PetD THOI VWA D21 07 D5 TPOX D8 D12 D19 FGA
XY 16,16 160 1418 11,13 11,12 00 1617 1723 11,12 9,1 ) 12,18 29 80 1010 813 ) 0 14 26,0
M1 ~ B.crr 8. naoc
\

Profile Record| Replace UKM2 with UKM1

D l".\ D6 D1 Pentf )6 18 D2 CSF PentD THO1 VWA on D7 DS TPOX 0% 12 D19 FGA
\

0,0 0,04 14,18 130 0,0 16,1 17,4 ( ) 6,0 17,18 29.31.2] 11.( ) ) 10,15 19,2 ), )0

Figure 2 — Partial Profile Matching in the Profile Record Table

If no match is obtained, the FR will suggest the next unknown designation available for use
in the case. This means that if a previous profile in the case has been designated as unknown
male 1 (UKM1), the FR will suggest the next unknown male profile be designated UKM2.

Although this matching function is of assistance to the scientist, this does not override the
requirement for the scientist to check the match through the comparison of epgs.

Profiles consisting of <12 alleles will not be searched and will populate the match cell with its
own exhibit barcode. The designation for this profile should be entered manually into the
match cell (©) in the following format:

e If the designation is new the format is xxxxxxxxx UKyz (where ‘Xxxxxxxxx’ is the
barcode of the sample being interpreted; ‘y' is ‘M’, ‘F’ or ‘P’ representing male, female
or person respectively; ‘Z' is the number of the unknown designation). There should
be only one space between the barcode and the designation

e [f the designation is pre-existing (either an unknown, a named individual or DNAIntel)
then the barcode and name / designation should be copy and pasted from the CPT
with a space in between the barcode and the name / designation (Figure 7).

Case Profiles

Barcode l Name As:

TEST, VICKI VALLY 25/12/2000

TEST, GERRY GARY 25/12/1999

TEST, BRIAN BRANDON 25/12/1992

Figure 3 — Pre-existing Designation
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8.2 Nomination for Upload to NCIDD

When a search against the FR database has been performed (212 alleles), the FR will
highlight whether a profile / component should be considered for upload to NCIDD as follows:

1. If the profile / component matches to a reference sample in the case and a
representative profile has not been nominated for upload to NCIDD, then [+NCIDDT
will appear in the match cell (Figure 8);

2. If the profile / component is a new unknown for the case or a representative profile of
the unknown has not been nominated for upload to NCIDD, then ‘[+NCIDD] will
appear in the match cell;

3. If a representative profile has previously been nominated for upload to NCIDD and
the current profile / component would be a better upload then ‘[+NCIDD [Replace
Xxxxxxxxx-yyl]]’ will appear in the match cell (Figure { SEQ Figure \* ARABIC }) where
Xxxxxxxxx’ is the barcode of the sample requiring replacement and ‘yy’ is it's
associated suffix. Refer to Section 9 for guidance on replacing a NCIDD upload with
a better profile.

Profile Record CCE20170321-01 CO1 @ CLR

D3 VWA FGA Amel b8 D21 Dis DS D13 D7

16,17 14,17 0.0 X.Y 13,15 29,31.2 0.0 8.9 10,11 0.0

- 12,0, ccs;.u. jo) +CPT ¥4 NCIDD -5 v
| Figure 4 — NCIDD Indicator |

Profile Record CCE20170321-01 E01 @ CLR

D3 vWA FGA Amel os D21 Dis DS D13 07

16,17 14,17 21,23 X.Y 13,13 29,31.2 14,16 8.9 10,11 10,11
I o0 coeaur ;—v.::oo@ 0 +coT @4 nciop | -ss v

Figure { SEQ Figure \* ARABIC } — Replace NCIDD Indicator

8.3 PowerPlex 21

When a DNA profile is obtained that is either single source or one or more contributions are
able to be resolved then the Profile Record table is to be completed as per Section 8. Upon
review these resolved profiles will be added to the FR database as a record of profiles that
have been obtained for this sample. For a PP21 profile, an allele or genotype is considered
to be resolved if it has a weighting of =2 99% from the STRmix deconvolution.

Clicking the edit icon on the PDA page will enable the Profile Record table to be edited. The
profile can then either be entered manually or ‘copied down’ from the resolved contributions
in the Profile Interpretation table or the GeneMapper file (& Figure { SEQ Figure \* ARABIC
}) by clicking on the appropriate circle. If required, the CLR button (@) will clear the profile
entered. If there is more than one GeneMapper file for the sample then there will be the option
to choose which result to copy down (distinguished by the CE batch id).

The suffix list (©) records the type of profile for identification of individual contributions in
NCIDD (Table 2). A suffix should be selected for every profile / contribution that is copied
down into the Profile Record table. If there are multiple resolved contributions from a mixture,
the FR will automatically number this suffix.

If a profile requires upload to NCIDD then a NCIDD process is automatically ordered for each
nominated upload (Section 11.1.1).
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Profile Record 0 e
C1 C2 CCE20170201-03 HO1 ® CLR
D3 D1 D6 D13 PentE D16 D18 D2 CSF PentD THO1 vWA D21 D7 D5 TPOX D8 D12 D19 FGA ‘
2 e jo] 0 + CPT + NCIOD v
-5$
~mix
-intel
cond e

-intel-cond
-intel-rem
-intel-major
-intel-minor
-intel-subs
-intel-less12
-interim

Figure { SEQ Figure \* ARABIC } - PP21 Profile Record Table

8.3.1 Single Source Profiles

For important procedural information, refer to Appendix 4 — Profile Data Analysis of a Single
Source PP21 Profile for NCIDD.

Single source profiles can be copied down in the following ways:

e By selecting ‘C1’ (@ Figure { SEQ Figure \* ARABIC }) if a STRmix deconvolution
has been uploaded. In this instance the scientist will need to complete the ‘Amel’ box
manually with ‘X, X’, ‘X,Y’, ‘X,0’ or leaving the field blank

e By selecting the appropriate CE batch (@) if a STRmix deconvolution has not been
uploaded. In this instance, any loci that have only one allele will be assigned the
values “allele,0” to represent the inability to designate a locus as homozygous without
STRmix. Stutter peaks may need to be removed.

e By entering the profile manually

Before saving the record, the scientist will click the © icon (©) to commence searching.

If the profile is 2 12 alleles then the FR will suggest a designation / match for the profile (refer
to Section 8.1 for further details). If the scientist does not agree with the match / designation
proposed by the FR database then the scientist must replace it with the correct match /
designation in the format described in Section 8.1.

If the profile is <12 alleles then no designation / match will be suggested by the FR and the
match cell (©) will populate with the barcode of the sample. The scientist must enter a
designation / match manually in the format described in Section 8.1.

If the profile is required to be loaded to NCIDD then the ‘“+NCIDD’ box (@ ) should be checked
and the ‘-ss’ suffix selected from the drop-down list (©). If the profile consists of <12 alleles
then the “-intel-less12’ suffix is to be used. Profiles consisting of <12 alleles are only to be
loaded to NCIDD in exceptional circumstances and this should be discussed with a
Supervising Scientist or above before doing so. In the case that a profile with <12 alleles is
to be loaded to NCIDD the Intelligence Team should be notified as the profile will need to be
searched in NCIDD manually and added to a search list.

If the profile is not being uploaded to NCIDD then the *-ss’ suffix should be selected from the
drop-down list (©).
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If the profile is unknown and is not listed in the ‘Case Profiles’ table then the ‘+CPT’ box must
be checked to add the profile to the table.

If a reference sample matches the casework profile and they are an assumed known
contributor then the appropriate ‘AC’ box must be checked in the Case Profiles table (Section
9).

Table { SEQ Table \* ARABIC } — Suffix Meanings

Suffix Purpose Kit
-SS Single source component PP21
-Mmix Fully deconvoluted mixture component PP21
-intel Partially deconvoluted mixture component PP21
-cond Conditioned component PP21
-rem Remaining component PP21
-intel-cond Conditioned component where the profile is conditioned for PP21
intelligence purposes only
Snteltem Remgining component where the profile is conditioned for PP21
intelligence purposes only
. Single source component where sub-threshold peaks are used
-intel-subs for i?wtelligence pur[goses only P PP21
-intel-less12 | Single source component with less than 12 alleles PP21
_interim Any component that is loaded as an interim measure pending P1 cases only
rework results

8.3.2 Resolved (Fully or Partially) Mixed Profiles

When a profile can be resolved (fully or partially) into its individual contributions, and the
STRmix PDF has been uploaded, then each contribution should be recorded in the Profile
Record table as per Section 8. This is done as follows:

Click the edit icon

Copy down the profile by selecting the appropriate contribution

Complete the ‘Amel’ box manually with ‘X, X’, ‘XY’ or ‘X,0’

Click the # icon (© Figure { SEQ Figure \* ARABIC }) to commence searching
Check / enter the match / designation into the match cell (©) in the format as
described in Section 8.1

Check the ‘+NCIDD’ box (@) if this contribution is required to be loaded to NCIDD
(ticking this box triggers the ordering of an ‘NCIDD’ process when the record is saved)
Select the appropriate suffix. If appropriate, FR will add numbering (Table { SEQ
Table \* ARABIC })

Check the ‘“+CPT’ box (@) if this contribution is a new designation for the case

Save the record by clicking the save icon

If appropriate, repeat the process for the other resolved contributions of the profile (=
12 alleles)

-~ o0ooUTo®

—T s @

When accepting a mixed profile with a labelled stutter peak (below the laboratory stutter
threshold) that is presenting in the Profile Record table as an allele because it is above the
STRmix stutter threshold, add explanatory notes to the ‘Notes’ field including any
amendments necessary due to uploading to NCIDD.
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8.3.3 Complex Profiles

If a profile is considered unsuitable for interpretation, it is not necessary to copy down the
result. In this instance only the "~ <x or “'ru box is checked in the Profile Interpretation table.

The PDA analyst may add notes to the Sample Notes section explaining why the profile has
been assessed as complex, particularly if the reasons for this determination are not obvious
(e.g. unable to determine the number of contributors or some unusual processing / analysis
issue).

8.3.4 TriAlleles

The Profile Record table should only contain two allele designations. If a tri-allele is obtained,
drop the locus and add a sample note stating that a tri-allele is present and all three
designations. If the profile is required for upload to NCIDD then the details of the tri allele
should be added to the ‘NCIDD User Comment’ field in the NCIDD process (Section 11.1).
This will assist with the investigation of any potential mis-matches on NCIDD.

9 Case Profiles Table (CPT)

This table lists all of the reference samples (including their NCIDD category) associated with
a case and can be expanded to include unknown profiles and profiles matching to DNAIntel
samples.

All evidence reference samples that are associated to the case, including reference samples
that are registered by Forensic DNA Analysis, will populate this table by default.

Unknowns populate the table at the request of the scientist by checking the ‘+CPT’ box in the
Profile Record table when an unknown is designated. The barcode in the table relating to the
unknown is the barcode of the exhibit from which the unknown originated. If a better profile
of the unknown is obtained from another exhibit in the case, the table should be updated by
checking the ‘+CPT’ box relating to the better profile and replacing the matching barcode in
the match cell with the barcode of the exhibit from which the better profile has been obtained.
This will ensure that the barcode of the better unknown profile populates the Case Profiles
table.

For example, the exhibit in Figure { SEQ Figure \* ARABIC } has the barcode 690153578.
You can see that it has matched to UKM1 which has come from exhibit 690153595 (displayed
in the match cell of the Profile Record table). Exhibit 690153578 has a better profile for UKM1
than its originating exhibit (690153595). In order to update the profile for UKM1, the barcode
in the match cell (inside the red circle) needs to be manually edited and replaced with barcode
690153578. This will enable both the profile and originating barcode for UKM1 to be updated.
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Exhibit Detail

Category Swab Sample 1 PP21 DNA
Batch No
Case Scientist: Review soenn;::-ppma.a Status: 22/06/2017 11:17 NCIDD [WL]
Profile Analysis ) I:J
Barcode | DNA Extraction & Post Enz.[ pL DNA Quantification ng/pL STR Amplification svi|Tvi|sv2|Tv2| Capillary Electrophoresis [Include
CSTRAMP20170526-01 CO1 (15.0( 0.0 [ 0.0 | 0.0 | CCE20170526-01 CO1 M

Profile Interpretation
Contributors Profile STRmIx™ Notes

@1 2 3 4 S Ccx NP PU ST

CCE20170526-01 C01 ‘® CLR
D3 D1 D6 D13  PentE D16 D18 D2 CSF  PentD THO1 WvWA D21 D7 DS TPOX D8 D12 D19 FGA

13,16 11,12 10,11 12,16 9,11 14,16 19,24 12,12 13,14 7,7 14,17 30,30 9,13 13,13 §9 13,14 21,23 14,14 19,21
3.:0’|uvmj+nczto]jwcim:nep!aze_ fo ¢ +cPT ¥ 4 NCIDD -ss v

Replace this barcode with the barcode
of the exhibit, in this case|

Figure { SEQ Figure \* ARABIC } — Updating Unknown Profile in CPT

Any unknown profiles should be added to the Case Profiles table to alert scientists working
on other samples in the case that the unknown has been identified.

Profiles matching to DNAIntel samples populate the table at the request of the scientist by
checking the “+CPT’ box in the Profile Record table when a DNAIntel match is identified.

ALL newly identified unknown profiles and profiles matching to DNAIntel samples should be
added to the Case Profiles table.

Clicking on the barcode associated with the reference sample, DNAIntel sample or unknown
will open the PDA page for that sample.

Clicking the = icon above the Case Profiles table will produce a table in a new window
containing the profiles of all of the samples in the Case Profiles table (Figure 12).

Once the table has been produced, the information can be displayed in a number of ways.
Clicking [P+] will display the only the Profiler Plus loci, clicking [PP21] will display the PP21
loci. Clicking [P+ All] or [PP21 All] will display all profiles copied down into the Profile Record
table for all exhibits in the case in the appropriate format.

A reference sample profile will not populate this table until the reference sample PDA page
has been validated. Refer to QIS 34245 for information regarding the profile data analysis of
reference samples.

Profile Table FR1412371 QP9912345678

Garcode Name 03 wWA FGA Amal o8 021 D18 o% D12 o7

SUPERSTAR, RED 08/07/1983 15,16 14,18 19,24 Y 10,14 30312 1417 13,11 1112 10,12

SUPERSTAR, YELLOW €8/07/1970 14,17 1719 18,23 Y 12,14 28,30 16 1112 9.11 2.9

[P+] [PP21) [P+ All) [PP21 All)

Figure { SEQ Figure \* ARABIC } — Profile Table

There are a number of indicators in the category column of the Case Profiles Table (Table
3).
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Table 2 - Indicators in CPT

Profile Type Indicator Colour Meaning
Square Orange Reference sample is being processed
Green Reference sample has been validated
Orange Crime scene profile matching to reference sample
Reference sample has been nominated for upload to NCIDD
Triangle Crime scene profile matching to reference sample
Green has been nominated for upload to NCIDD and this
nomination has been validated
Orange Unknown crime scene profile has been identified
Square G Unknown crime scene profile has been identified
reen .
and validated
Unknown crime scene profile has been nominated
Unknown Orange | ¢ upload to NCIDD
Triangle Unknown crime scene profile has been nominated
Green for upload to NCIDD and this nomination has been

validated

If a profile previously designated as an unknown subsequently matches to an associated
reference sample or an identified DNAIntel sample, this is documented in the ‘Association’
column. Whilst in edit mode, the barcode of the matching reference sample can be entered
into the association field that accompanies the unknown. In turn the association field that
accompanies the matching reference sample will update with the unknown designation. Only
the association fields that accompany an unknown or DNAIntel sample are able to be edited.
Also refer to Section 14.2.

91 PowerPlex 21

The Case Profiles table is used to record the results of reference sample comparisons to all
crime scene profiles and to store STRmix PDFs relating to LR calculations (Figure { SEQ
Figure \* ARABIC }).

Name Association Category STRmix™ JH! FZ] AC LR Reported LR Employee Reviewer Include

UKMS [ 0.00e0 0.00 4012767 ;;;
‘ scT o | g | 1.44€-2 70 | 4012767 | &
scTm @ |@|0|0 |205e24| >100BILLION | 4012767 &)

Figure { SEQ Figure \* ARABIC } - PP21 CPT

If a STRmix PDF for a LR is loaded into the FR then the LR relating to the comparison of the
reference sample will populate the ‘LR’ box for that reference sample. At the same time the
appropriate ‘H1’ and ‘H2’ boxes will be checked and the figure will transform into a usable
format in the ‘Reported LR’ box. Alternatively the scientist may enter the LR manually into
the ‘LR’ box in the format described below and the remaining boxes will fill automatically.

A description of the columns used to record the interpretation is as follows:

‘H1’ — this box is checked if the LR favours contribution

‘H2’ — this box is checked if the LR favours non-contribution

‘AC’ — this box is checked if the reference sample is an assumed contributor either for single
source profiles or conditioned mixtures (this is a manual function only)

‘LR’ — the LR in its original form is entered here, this must be in scientific number format to
two decimal places, e.g. 1.54e4, 2.63e-7
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‘Reported LR’ — the LR entered into the ‘LR’ column is transformed by the FR into the format
that is required for statement purposes

If the reference sample is an assumed contributor then the scientist should check the ‘AC’
box. For all other interpretations the analyst is only required to enter the LR in its original form
into the ‘LR’ column. The FR will then check the appropriate ‘H1’ and / or ‘H2’ boxes and
transform the original number into numbers greater than one as described in the following
examples:

LR of 1.10e-4 is entered — FR will check ‘H2’ box to indicate LR favours non-contribution
and will populate the ‘Reported LR’ column with the reciprocal
of 1.10e-4

LR of 5.71e17 entered — FR will check ‘H1’ box to indicate LR favours contribution and
will populate the ‘Reported LR’ column with “>100 BILLION”

LR of 1.00e12 entered — FR will check ‘H1’ box to indicate LR favours contribution and
will populate the ‘Reported LR’ column with “>100 BILLION”
(single source profile matching to an associated reference
sample profile)

LR of 0.00e0 entered — FR will not check any boxes but will populate the ‘Reported LR’
column with “0.00” (exclusion)

LR of 1.00e0 entered —* FR will check both the ‘H1’ and ‘H2’ boxes and populate the
‘Reported LR’ column with “1.00” (inconclusive)

The LR can be manually edited after a STRmix PDF for an LR has been uploaded. For
example, if an LR has been calculated for a reference sample but the analyst subsequently
decides the reference sample is intuitively excluded. Entering 0 into the LR column will
override the LR and exclude the relevant reference sample.

Unknown profiles are not compared to casework profiles for the purposes of calculating a LR
routinely; these calculations are to be performed for P1 samples and at the request of the
QPS only. If a LR is calculated for an unknown, the STRmix PDF file is added to a notation
and the LR is entered by the analyst.

10 DNAIntel Matching

Person sample profiles with the descriptor “DNA Person Sample Intel” are termed ‘DNAIntel
samples’ and are held in the FR database. When a profile is copied down into the Profile
Record table and the search button clicked, this profile will be searched against the FR
database as per Section 8.1.

If a profile in the Profile Record table matches to a single DNAIntel sample then this match
will be displayed in the match cell (Figure { SEQ Figure \* ARABIC }).

Profile Record
c1 ®c c3 CCE20180607-03 C10 CCE20180625-05 EO3 CLR
D2 CSF  PentD THO1 VWA D21 D7 DS TPOX D8 Di2 D19 FGA‘

19,23 0,0 0,0 6,7 14,17 29,342 8,10 11,12 0,0 12,13 | 18,18 | 13,15 24,24

0 +CPT + NCIDD v

I

Barcode of exhibit I Barcode of DNAIntzl sample

Figure { SEQ Figure \* ARABIC } — Match to DNAIntel Sample

If a profile in the Profile Record table matches to multiple DNAIntel samples then the match
cell will default to the next unknown designation. Any DNAIntel sample matches can be seen
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in a separate table by clicking the # button to the right hand side of the match cell (Figure
15).

Profile Record

Amel D3 D1 06 D13 PentE D16 D18 02 CSF PentD THOL WA D21 o7 o5 TPOX o8 D12 D19 FGA |

Y 15,0 13,16 11,12 10,11 12,16 911 14,16 19,24 12,0 13,14 7.0 14,17 30,0 9,13 13,0 8,9 13,14 21,23 14,0 19,21 |

Figure 5 — Match to Multiple DNAIntel Samples

If a profile matches to multiple DNAIntel samples this will not be seen unless the £ button is
clicked as the search will default to the next unknown designation. These DNAIntel matches
do not require actioning and the unknown designation can be reported.

If a profile matches to a single DNAIntel sample then this match will be seen in the match cell
and the DNAIntel sample profile can be accessed by clicking the £ button. The profile analyst
should compare the DNAIntel sample to the copied down profile of the crime scene sample
and the epgs to ensure that there are no exclusions either above or below threshold. It is not
necessary to locate the epg of the DNAIntel sample to perform this comparison, it is sufficient
to use the allele designations within the table produced by the FR.

If the DNAIntel sample is excluded then the profile analyst should overwrite the information
in the match cell with the appropriate match / designation in the format described in Section
8.1.

If the DNAIntel sample is not excluded then the DNAIntel profile should be added to the Case
Profiles table (as per Section 9) if it is not there already. This match should then be reported
to the QPS via an Exhibit Result line in the same way as an unknown profile, i.e. by using the
appropriate line(s) for the interpretation and placing the barcode of the DNAIntel sample in
the ‘Linked No.’ field.

Since DNAIntel samples are reported in the same way as unknown profiles, it is only
necessary to report the result to the QPS if the profile is single source or if a component is
being uploaded to NCIDD. LR calculations are not required.

In some instances, a DNAIntel match may be obtained part way through the case, i.e. what
has previously been reported as UKM1 now matches to a DNAIntel sample. If this occurs,
the following process should be followed:

1. Do not update any previously reviewed results

2. For the new sample with the DNAIntel match, in the Profile Record table, tick the
‘+CPT’ box but do not tick the NCIDD box. Click save

3. In the Case Profile table, associate the new sample with the DNAIntel match to the
previously reviewed result with UKM1. Add a sample note ‘UKM1 = DNAIntel XXX’

4. All samples analysed from this point forward should refer to the DNAIntel match where

required
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11 Exhibit Testing Table

The Exhibit Testing table is on the Exhibit Testing / Movement page (Figure 16) which can
be accessed from the PDA page by clicking the & icon in the top right corner of the page.

Exhibit Detail S B

Exhibit Detail

Figure 6 — Exhibit Testing / Movement Page

The Exhibit Testing table records all testing and analyses that have been performed on a
sample, all techniques (via worklists) that have been ordered for a sample and all results that
have been reported for a sample. The information within the table includes the date and time
that the testing was ordered, the type of test and the person that performed / reviewed the

test. A test can be added by clicking the add button ('®) which opens the page shown in
(Figure 17).
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EXHIBIT TESTING lf_d
Exhibit Record
Exhibit Barcode |Category From here order processes [ e
Reference or tests (require validation): 1
* Calculation

Notation
NCIDD

Pooling
Profile review
* Reallocate

ot i+~ * STRmix process

Process™ ioah . Transfer Type Equipment No
v 106/04/2017 v
Notes
From here order techniques
(adds sample to worklists —
no validation required):
* Examination
t / * Reworks
Attachment: | Choose Fie | No jife chos " STRmix WO(kliSt
:Storogo Box 1D Pd i IPDA WOI'klISt . lume (pL) ] Priority
-I [ ‘ 1 293
'T«hmam' ‘ Method l Source Batch / Rack 1D [ Position
v v 1

Figure 7 - I5age to Order Processes and Techniques

All tests require validation however some tests auto-validate. A test that is awaiting review
has an orange box beside it in the exhibit testing table; this box turns green when the review
is complete.

Entries in the exhibit testing table that have a grey background represent techniques or
worklist / batch list entries. Where applicable the coloured boxes for these entries represent
the status of the batch (Section 6.1). Entries in the exhibit testing table that have a white
background represent tests that require validation.

If the scientist requires a rework to be performed on a sample, it will be ordered from this
page.

11.1  NCIDD
11.1.1 NCIDD Upload

For important procedural information, refer to Appendix 4 — Profile Data Analysis of a Single
Source PP21 Profile for NCIDD.

Each crime scene profile / component that is to be loaded to NCIDD must have an NCIDD
process ordered. An ‘NCIDD’ process is ordered automatically when the ‘NCIDD’ box on the
PDA page is ticked and the record is saved (Section 8.3.2 and Figure 4 — NCIDD Indicator).

If necessary, an NCIDD process may be ordered manually as follows:

1. Select ‘NCIDD’ from the ‘Process’ drop-down menu (Figure 18)
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Select ‘Upload’ from the ‘NCIDD Method’ drop-down menu

Enter the suffix of the profile / component to be uploaded in the exact same format as
it is in the profile record table after the barcode number that is already present in this
field

If required, enter any tri-allele information

Click the save icon to save the record

Upon validation by the reviewer, this request will automatically populate the NCIDD
worklist

Repeat this process for all profiles / components to be uploaded for the sample

EXHIBIT TESTING [

Exhibit Record

Exhibit Barcode |Category Description Parts ‘
Swab P+ 1 ‘

Exhibit Images

Testing / Analysis

Pr - Date SublD SubType Equipment No
ncioo S v 0604017 11:38 v

NCIDD Method Category NCIDD Case 1D NCIDD le 1D
Upload v|cs - |

NCIDD User Comment (Yn‘:llb)

Notes

Attachment: | Choose File | No file chosen

Figure 8 — NCIDD Upload

11.1.2 Modify Profile on NCIDD

If a better profile has been obtained from a different sample within a case and this profile is
to be uploaded to NCIDD or if a better profile has been obtained from the same sample but
the suffix has changed (e.g. —intel has changed to —mix) then the modify process is not used.
In this case, the sample that is being replaced is to be removed from NCIDD and the better
profile is to be uploaded to NCIDD as a new upload.

If a better profile has been obtained from the same sample, for example through rework, AND
the suffix has not changed then the modify process will be used as follows:

1.

On the PDA page, copy down the new profile and select the suffix that is the same as
the suffix used for the profile being modified (Figure 19)

2. Select ‘NCIDD’ from the ‘Process’ drop-down menu (Figure 8)
3.
4

Select ‘Modify’ from the ‘NCIDD Method’ drop-down menu
Enter the suffix of the profile / component being modified ‘-yyyy’ after the barcode
number that is already present in the NCIDD Sample ID field
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5. Enter the reason why the profile / component is being modified in the Notes section

6. Click the save icon to save the record

7. Upon validation by the reviewer, this request will automatically populate the NCIDD
worklist

Profile Record

*1 D13 PentE D1s Dis 02 CSF PentD THO1 VWA b21 D7 DS TPOX D8 D12 D19 FGA

9 10,13 12,14 0.0 0.0 0.0 7.9.3 14,16 0.0 0.0 0.0 0.0 10,12 18,23 13,13 0.0

+cpT ¥+ ncioD
14,16 0,0 0.0 0.0 00 | 1012 1823 1315 0.0
+cet ¥ 4 ncIOD v

Case Profiles

Barcode Association Category STRmix™ | H1| K2 | AC LR l Reported LR | Employee | Rey -intel

Sample Notes

Figure { SEQ Figure \* ARABIC } — Modify PDA Page

A profile that has been modified will remain in the Profile Record table but will be greyed out

Profile Record

Amel D3 DL 06 DI3 PentE D16 | D18 D2 CSF | PentD THO1 vWA D21 D7 D5 | TPOX D8 D12 D19 FGA
L L4 L

X,¥ | 15,15 14,15 11,13 12,14 10,13 | 1,11 | 1517 19,22 10,10 | 9,11  B,9.3 170 |29,31.2| 8§10 | 12,13 | 11,11 | 10,12 19,20 14,16.2| 24,24

£90149647 UKM3 ¥ +cpT 4 4 NCIDD -intell "

Figure 9 — Modified Profile

11.1.3 Remove Profile from NCIDD

A profile / component can be removed from NCIDD as follows:

1. Select ‘NCIDD’ from the ‘Process’ drop-down menu (Figure 18)

2. Select ‘Delete’ from the ‘NCIDD Method’ drop-down menu

Enter the suffix of the profile / component to be removed in the format ‘-yyyy’ after the
barcode number that is already present in the NCIDD Sample ID field

Enter the reason why the profile / component is being removed in the Notes section
Click the save icon to save the record

Upon validation by the reviewer, this request will automatically populate the NCIDD
worklist

o

The Exhibit result line associated with removing a profile from NCIDD should not have
anything in the Linked No. field (Section 18).
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11.2 Ordering Reworks

Worklist

Technique* Method Source Batch / Rack ID Position

Examination
On Hold
Profile Data Analysis
| Profiler Imaging o
| DNA Extraction
DNA Quantification
Post-extraction
Supernatant Testing
STR Amplification
Direct STR Amp FTA
Capillary Electrophoresis
NCIDD
| STRMix

Figure { SEQ Figure \* ARABIC } — Technique / Worklist Ordering

11.2.1 Re-amplification

1. If the sample is a dilution with a child / subsample barcode, add the dilution barcode
to the ‘SublID’ field

2. Select ‘STR Amplification’ from the dropdown list (@ Figure 21)

3. An amplification method can be chosen from the drop down menu under ‘Method’
(Figure { SEQ Figure \* ARABIC })

Worklist
Technique* Method Source Batch / Rack ID Position
STR Amplification v | PowerPlex21 3130x| v
Profiler Plus 3130x!
Profiler Plus 3130x! Manual
T.SA (Qty) PSVOL PowerPlex21 3130xI sv2 TV2 Input DNA (ng)
0.325 1.538 PowerPlex21 3130x| Manual 0 0 0.488

PowerPlex21 3500x!
PowerPlex21 3500x! Manual
Globalfiler 3500x!|

Y-filer Plus 3130x|

Y-filer Plus 3500xI|

Figure { SEQ Figure \* ARABIC } — Amplification Methods
4. An additional box will appear that shows the quant value for the sample and volumes

required to amplify at the optimal amount (Figure 23). These volumes can be edited
to enable the scientist to change the amount of DNA amplified

T.SA (Qty) PSVOL SV1 (pL) V1 sv2 TV2 Input DNA (ng)
0.325 1.538 1.5 13.5 0 0 0.488
Figure 10 — Amplification Volumes

5. Click the save icon to save the record (pressing enter will cause the record to save;
use the ‘tab’ key or the mouse to move between fields)
6. This request will automatically populate the appropriate analytical worklist

For PP21, change the default method of ‘PowerPlex21 3130xI' in the method box to
‘PowerPlex21 3500xI’.
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If the sample is likely to have less than 20 pL of extract remaining (if it has previously
undergone microcon concentration) then a manual amplification method must be ordered as
there will be insufficient volume to be pipetted on the automated platform. Also, if the sample
is likely to have less than the requested amplification volume remaining, add an analytical
note when the technique is ordered, requesting that all of the remaining extract is amplified.

11.2.2 Microcon / Nucleospin / Dilution

1. Select ‘Post-extraction’ from the dropdown list (@ Figure 21)

2. The default entry is Microcon PowerPlex 21 however an alternative post-extraction
method can be chosen from the drop down menu under ‘Method’ (Figure { SEQ Figure
\* ARABIC })

Worklist
Technique™® Method Source Batch / Rack ID Position

Post-extracticn ¥ | Microcon Profiler v
OCO Pro e

Microcon PowerPlex 21

Nucleospin

Dilution

Figure { SEQ Figure \* ARABIC } — Post Extraction Methods

3. An analytical note can be added at the same time as requesting the rework to request
microcon volumes and dilutions (Section 11.2.6)

4. Click the save icon to save the record (pressing enter will cause the record to save;
use the ‘tab’ key or the mouse to move between fields)

5. This request will automatically populate the appropriate analytical worklist

The default final volume for a PP21 microcon is 35 uL; an analytical note is only required for
any exceptions outside of this, e.g. M’con to full.

11.2.3 Re-CE

1. Select ‘Capillary Electrophoresis’ from the dropdown list (@Figure { SEQ Figure \*
ARABIC })

2. For PP21, change the default method of ‘PowerPlex21 3130xI’ in the method box to
‘PowerPlex21 3500xI’ (Figure 25)

Worklist

Technique* Method Source Batch / Rack ID Position

Capillary Electrophoresis ¥ | Profiler Plus 3130x| Y |CSTRAMP20170519-02 11
Profiler Plus 3130x!
PowerPlex21 3130x|
PowerPlex21 3500x|

Globalfiler 3500

Figure 11 — CE Methods

3. Enter the batch ID and position number of the amplification batch containing the
amplification product requiring re-CE by copy and pasting from the PDA page

4. Click the save icon to save the record (pressing enter will cause the record to save;
use the ‘tab’ key or the mouse to move between fields)

5. This request will automatically populate the appropriate analytical worklist

With the implementation of the STARIet in CE, if a DNA profile is obtained from a sample that
was previously NAD, the second run can be accepted without further confirmation for both
casework and reference samples.
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11.2.4 Re-quantification

1.
2.
3.
4.

5.

Select ‘DNA Quantification’ from the dropdown list (@Figure 21)

Quantifiler Trio is the only Method currently available

An analytical note can be added at the same time as requesting the rework to request
a ‘quant and hold’ (Section 11.2.6)

Click the save icon to save the record (pressing enter will cause the record to save;
use the ‘tab’ key or the mouse to move between fields)

This request will automatically populate the appropriate analytical worklist

11.2.5 Re-extraction of Spin Baskets

1.

w

6.

7.

Find the barcode of the spin basket for your sample from the exhibit testing table
18/11/2016 10:59 Subsample W 360005598 SPIN
Register the subsample as an exhibit as described in Appendix 9 — Registering a
Subsample as an Exhibit
Navigate to the exhibit testing table
Open up a test page by clicking the add button (')
Select ‘DNA Extraction’ as the technique and select the required extraction method
(Figure { SEQ Figure \* ARABIC })
Worklist
Technique* Method Source Batch / Rack ID Position
DNA Extraction v | Undefined v
BSD FTA Preparation
|Maxwell 16 DNA IQ
| Manual DNA IQ
| Differential Lysis DNA IQ
| Retain Supernatant DNA IQ
{ Diff Lysis Retain Supernatant
QIAsymphony Pre-Lysis
QIAsymphony
| QIAsymphony - Integrated
Organic Bone
Nucleospin Tissue
Figure { SEQ Figure \* ARABIC } — Re-extraction
Click the save icon to save the record (pressing enter will cause the record to save;
use the ‘tab’ key or the mouse to move between fields)
This request will automatically populate the appropriate analytical worklist

11.2.6 Analytical Notes

1.

To enter an analytical note for a sample (e.g. M’con to full), select ‘Analytical Note
from the dropdown list under the ‘Testing / Analysis’ heading (@Figure 27).

Enter the details of the analytical note into the ‘Notes’ section (@)

Click the save icon to save the record (pressing enter will cause the record to save;
use the ‘tab’ key or the mouse to move between fields)

This request will automatically highlight to analytical scientists that an analytical note
exists for that sample

An analytical note can be added at the same time any relevant technique is requested
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Testing / Analysis

SubID SubType
08:58 v

Process™ NDate Equipment No

v |16/0222017

Blood Clothing
Calculation
Description

Destruction 0 e
In-tube check

Item Exam

| Link
Microscopic
Notation
Pooling
Presumptive

No file chosen

Profile Review
Reallocate

Result

Retain Supernatant
STRMix

Subsample

[ Xeancfar

Figure 12 — Analytical Notes

11.2.7 Reviewing

11.4

If the PDA Analyst / Reviewer considers further processing / reworking is necessary during
the review process, the PDA Analyst will select [CLICK TO REWORK] from the profile review
page and rework as per Section 11.2 (QIS 34006 — Section 4.4.7).

Pooling

Before pooling, each sample / subsample to be pooled must be registered as an exhibit
(Appendix 9 — Registering a Subsample as an Exhibit). Once registered correctly, refer to
Appendix 11 — Process for Pooling Samples.

Transfer

Samples processed pre-batch functionality were assigned a DNA number. On occasion it is
necessary to rework these samples with new technology. Refer to Appendix 10 — Processing
of DNA Number Exhibits for the workflow required to register this sample in the FR and order
a ‘Transfer’ process.

Changing Priority

The priority of samples is set by the QPS, with major crime samples being Priority 1 or 2 and
volume crime samples being Priority 3.

It may be necessary for the scientist to change the priority of a sample, for example to meet
a court date. This can be done as follows:

1. Select ‘Notation’ from the ‘Process’ drop-down menu (Figure { SEQ Figure \* ARABIC
)

Enter appropriate notes in the ‘Notes’ section

Change the priority

Click the save icon to save the record

This request will automatically update the priority of the sample in all worklists

RN
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The priority of a sample can only be changed if there is a process selected.

EXHIBIT TESTING Py

Exhibit Record

xhil iCategory [Description Parts
‘ Reference P+ 1

Exhibit Images
THHE FROM W A
E ARE NOT
Testing / Analysis
Process* Date SublD SubType Equipment No
L —
otation ¥ v 06042017 11:16 v

Notes

< Changed to Priority 1 to meeti@
P ——

Attachment: | Choose File | No file chosen

Storage Box ID Position Tube Lot No Volume (pL) ] Priority

Worklist

[Technique* Method Source Batch / Rack 1D Position
v v

Figure { SEQ Figure \* ARABIC } — Changing Priority

11.6  Requesting Additional Examinations
11.6.1 Re-examination

Select ‘Examination’ from the ‘Technique’ drop-down menu (Figure 29)
Select ‘Re-examination’ from the ‘Method’ drop-down menu

Select ‘Notation’ from the ‘Process’ drop-down menu

Enter appropriate notes in the ‘Notes’ section

Click the save icon to save the record

This request will automatically populate the Examination worklist

COhWN=
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Testing / Analysis
Process* Date SubID SubType Equipment No

< Notation @) v (08032017 1546 v

Notes

< Please tape lift waistband

Attachment: | Choose File | No file chosen

Storage Box ID Position Tube Lot No Volume (pL) Priority
1 293
Worklist
Tech: = l____mlmd Source Batch / Rack ID Position
-
Examination D v (&e-examination D v
S ——

Figure 13 — Re-examination Ordering

11.6.2 Diff Slide Examination

1. Select ‘Examination’ from the ‘Technique’ drop-down menu (Figure 30)

2. Select ‘Slide microscopy’ from the ‘Method’ drop-down menu

3. Enter the subsample barcode of the diff slide in the ‘SubID’ box (the SublID of the slide
can be found in the exhibit testing table)

4. Click the save icon to save the record

5. This request will automatically populate the Examination worklist

Testing / Analysis

Process* Date SubID SubType Equipment No
v |08/03/2017 15:56 v

Notes

Attachment: | Choose File | No file chosen

Storage Box ID Position Tube Lot No Volume (pL) Priority
102 @3

Worklist

Technique™® Method Source Batch / Rack ID Position

Examination ¥ | Slide microscopy ¥

Figure 14 — Diff Slide Examination Request

11.6.3 Examination of Prioritised Exhibits

Select ‘Examination’ from the ‘Technique’ drop-down menu (Figure 30)
Select ‘Item Exam’ from the ‘Method’ drop-down menu

Click the save icon to save the record

This request will automatically populate the Examination worklist
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Calculations

If a VAR / OLA / ULP / XOVER calculation is required at plate reading the plate reader will
order a ‘Calculation’ process and record the details of the calculation in the ‘Notes’ section
(Figure { SEQ Figure \* ARABIC }). The profile analyst will enter into the calculation record
and check the calculation. If the calculation is correct then the profile analyst will validate the
record by clicking the red ‘CLICK TO VALIDATE’ bar. If there is an error in the calculation the
profile analyst may correct the error however they will be unable to validate the record. In this
instance the reviewer will validate the calculation. Alternatively, the plate reader may be
contacted to amend the calculation.

For complex profiles not suitable for interpretation, calculations do not need to be checked
provided the calculation is not critical to the interpretation. The profile analyst should add
‘Calculation not checked’ to the top of the ‘Notes’ section in the calculation record for the
reviewer to validate.

Testing / Analysis

Date Process SubID SubType Equipment No
16/02/2017 10:46 Calculation

Notes

FCW21GM20160101_01

Ladder L

D3

(18) 150.89 - (L18) 150.92 = -0.03
(0l) 163.88 - (L21) 163.36 = 0.52
|-0.03-0.52| = 0.55

OL@D3[21.1]

Attachment:

Storage Rack ID Posibon Tube Lot No Volume (uLl) Prority

1 2 @3

Change Log
2017-02-16 10:48 INSERT NURTHEN, T
2017-02-16 10:51 CURRENT NURTHEN, T

[CLICK TQ VALIDATE]

Figure { SEQ Figure \* ARABIC } — Calculations

11.8 Notations

A ‘Notation’ can be used to record notes against a sample, however it is preferable to use
the ‘Sample Notes’ on the PDA page as this is more easily seen and likely to be included in
a case file.

See points 3-6 in Section 11.6.1 for the process for ordering a notation.
Notations self-validate upon saving.

If the sample is on the ‘On Hold’ worklist, adding a notation will remove it from this
list. If this occurs and the sample needs to be on the ‘On Hold’ list, it will need to be

re-added manually.
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11.9 Reallocate

The ‘Reallocate’ process is used to remove a sample from a worklist where the most recent
entry in the exhibit testing table displays [WL]. For example, if a re-amp is ordered in error,
the sample can be removed from the amplification worklist using the ‘Reallocate’ process as
follows.

Order a ‘Reallocate’ process from the drop-down menu (Figure { SEQ Figure \* ARABIC })
and add a note stating the reason for the reallocate.

Testing / Analysis

Proceas? Date SubID SubType Equipment No
Reallocate ) v (21/06/2017  10:25

Notes

Re-amp orderad in error

Attachment: | Chocse File | No file chosen

Figure { SEQ Figure \* ARABIC } — Reallocate Process

By ordering a ‘Reallocate’ the sample will be removed from ALL worklists that it is

currently sitting on. The scientist will need to add the sample back onto the worklists
that it should remain on.

The ‘Reallocate’ process and the worklist the sample has been removed from will be visible
in the Exhibit Testing table (Figure 33).

[WL] STRMix volution [ ] 10/03/2017 09:30 PS [WL) STRAMP Powe cooiss | aso1n
15/03/2017 14:09 Reallocate m [(WL) STRMix Deconvolution ( ) 10/03/2017 09:30 P: D-v LY STRAMP: Ro 600154 440121

Figure 15 — Reallocate Display

Clicking on the date and time relating to the reallocate will open the record. This record shows
all of the worklists that the sample has been removed from if multiple worklists are involved.
From this, the scientist can see what worklists that sample needs to be added to.

The sample below (Error! Reference source not found.) has been removed from the
STRmix and STRAMP worklists. Since the sample was added to the amplification worklist in
error, it only needs to be added back to the STRmix worklist.
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Testing / Analysis 600154 FSB.DATAFTCU[OSC), PSD FSS

; Process SublID SubType Equipment No I

'121/06/2017 10:25 Reallocate

[WL] STRMix Deconvolution [ ]
21/06/2017 10:25 PSD 440121
|[WL) STRAMP PowerPlex21 3130x! [ ]
[21/06/2017 10:25 PSD 440121

IRe-amp ordered in error

Attachment:

Storage Rack ID Position Tube Lot No Volume (uL) Prionity |

1 ©2 03

‘ Change Log |

| 2017-06-21 10:28 CURRENT -svsrem
[ VALIDATED I

izuos"zou xo:z-c:.um, ¢ J

Figure 16 — Reallocate Example

Reallocate processes self-validate upon saving.

If a sample is only added to a worklist when a process is ordered, e.g. ‘Profile Review’ (no
‘[WL] associated with the entry in the exhibit testing table), this sample can be removed from
the worklist by selecting [CLICK TO REWORK] from the profile review page or by making
the process incorrect (Section 13).

11.10 Staff Matches

If a match is obtained to the staff elimination database (Section 8.1) then this needs to be
investigated by the Quality team. The sample should be placed on the ‘On Hold — Quality
Review’ worklist as follows:

Select ‘On Hold’ from the ‘Technique’ drop-down menu (Figure 35)
Select ‘Quality Review’ from the ‘Method’ drop-down menu

Select ‘Result’ from the ‘Process’ drop-down menu

Enter a note for the Quality team

Click the save icon to save the record

This request will automatically populate the ‘On Hold’ worklist

ok WN=
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Testing / Analysis

lProcess' Date SublD ] SubType Equipment No
@ v [19052017 1415 .

B .~}

'Notes
| Staff match obtained - see Profile Interpretation table, -

Attachment: | Choose File | No file chosen

{Storage Box ID Position Tube Lot No Volume (pL) Priority

1 293
Worklist
y[Techmque‘ Method Source Batch / Rack ID Position
{on Hold !’ v (Quality Review D v

Figure 17 — Staff Match

If the sample is on the ‘On Hold’ worklist then adding a notation will remove it from this list
(this is why a ‘Result’ is added). If this occurs and the sample needs to be on the ‘On Hold’
list, it will need to be added manually.

12 STRmix Analysis
STRmix input files for casework samples and reference samples that have been associated
to a case are created by the FR. These can be downloaded by clicking the & icons located
in the Profile Analysis and Case Profiles tables. It is suggested that the downloaded input
files be saved in a location convenient for access from STRmix.
Instructions for uploading STRmix PDFs to the PDA page can be found in Section 5 and
Appendix 6 — STRmix Workflow.
Scientists may enlist the assistance of HP2 staff to run STRmix analyses. This is managed
through the STRmix worklists.
For details on the STRmix workflow, refer to Appendix 6 — STRmix Workflow.

13 Incorrect Results
When a process is ordered it populates the Exhibit Testing table, however if this process is
ordered in error it is not possible to remove it from the Exhibit Testing table.
Processes are able to be made incorrect by anybody prior to validation. Once made incorrect,
the process will have a strike through in the Exhibit Testing table and will not be able to be
accessed.
To incorrect a process, enter into it by clicking on the associated date and time stamp in the
Exhibit Testing table (Figure { SEQ Figure \* ARABIC })
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Date / Time

Technique

27/04/2017 10:06

27/04/2017 10:16
27/04/2017 11:51
27/04/2017 12:59
27/04/2017 12:58
27/04/2017 13:42

———pp| 04/05/2017 14:36

STRAMP [WL]
STRAMP m

CE
On Hold [WL]

Result B

PDA [WL]

Result

rofiler Plus 3130x! [

170427-01 Profiler P
7-01 Profiler Plus 31
uality Review QA F2
70427-01 BO2

eneMapper IDX CCE

Figure { SEQ Figure \* ARABIC } — Incorrect Entry

Click the '® con in the top right of the page (Figure 37)

Exhibit Record =)
Exhibit Barcode |Category Description Parts
Swab CM Training 1
Testing / Analysis -Aun', EPSD FSS
Dats Process SubID SubType Equipment No
04/05/2017 14:36 Result
Police Report Linked No.
Notas
Attachment:
Storage Rack ID Position Tube Lot No Volume (pL) Priority
102@3
Change Log
2017-05-04 14:36 CURRENT -AUNT. E
UNVALIDATED
Figure 18 — Incorrect Icon
Click the [CLICK TO INCORRECT] bar at the top of the page (Figure 38)
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QPRIME No: QP16999999938

Exhibit Record

3

xhibit Barcode |Category

E
wab

Testing / Analysis

Deccription

Parts

CM Training

I - eso Fss

|

__yp [CLICK 7O INCORRECT]

Date Procass SubID SubType Equipment No
04/05/2017 14:36 Result
Police Report Linked No.
Notes
Attachment:
Storage Rack 1D Position Tube Lot No volume (pL) Priority
1 2 @

2017-05-04 14:36

Change Log

CURRENT -C)‘-UHT‘ E

UNVALIDATED

Figure 19 — Incorrect Bar

The process entry in the Exhibit Testing table will now have a strike through (Figure 39)

Exhibit Testing

Date / Time

Technique

27/04/2017 10:16
27/04/2017 11:51
27/04/2017 12:59

—_—

Figure 20 —

S4tE52017 14

Initial Incorrect Display Exhibit Testing Table

STRAMP [WL]

STRAMP Plug 3130x|

CE 1 Profiler Plus 3130
on Hold [wiL] uality Review QA FAIL CCE20170427-
Result 0
PDA [WL] pper [DX CCE20170427-01 B02
[

Once a copied down profile has been reviewed, this profile cannot be removed from the
Profile Record table. If this profile is incorrect then the result in the Exhibit Testing table
relating to that copied down profile should be made incorrect (Figure 40)

Technique
Subsample
DNAQUA [WL)
DNAQUA
Result

STRAMP [WL]

Testing

FRAC

uantifiler Trio CONAEXT20170503-01
170504-01 Quantifiler Trio

21 3130xI [SV1 2.1] [TV1 12.9] [SV2

0.0] [TV2 0.0)

Linked No ‘ Employee

Reviewer

STRAMP " 1 PowerPlex21 3130x|
11/05/2017 08:41 CE L PowerPlex21 3130x
15/05/2017 14:40 Result ] 0511-03 BO4
16/05/2017 07:13 PDA [WL] eneMapper IDX CCE20170511-03 B04
- - e = - e
Figure 21 — Incorrect Display Exhibit Testing Table
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In turn, this will strike through the profile in the Profile Record table on the PDA page (Figure

41)

Profile Record

Amel D3 D1 D6 D13 Pente D15 D18 D2 CSF  PentD THO1  vWA D21 o7

D8 D12 D19 FGA

Y+ cpT W+ ncipn et n

Figure 22 — Incorrect Display PDA Page

Validated results are incorrected in the same way; however these can only be performed by
a Supervising Scientist or above.

When a validated result is identified as incorrect, the following should occur:

1. PDA page amended and correct result lines added to the relevant sample by the PDA

analyst

2. Note added to the Sample Notes section explaining why the original results are
incorrect or Notation added with Intelligence Report (QIS 34308). Requirements for
amended results are outlined in Table 4

3. If an Intelligence Report is required, e-mail this report to the QPS DNA Management

Unit

4. Ask a Supervising Scientist or above to incorrect the results at the same time the
correct results are validated

Type of Final Result Change

Change in number of
contributors only (no LR
changes)

Table 3 — Requirements for Amended Results

Intelligence Report
Requirement

No

Managing Scientist
Notification

Yes

Change in LR: Support for
contribution to support for
contribution (same or different
range)

No

No

Change in LR: Support for non-
contribution to support for non-
contribution

No

No

Change in LR: Support for
contribution to support for non-
contribution (and vice versa)

Yes

Yes

Change in LR: Support for
contribution to exclusion (and
vice versa)

Yes

Yes

Change in LR: Support for non-
contribution to exclusion (and
vice versa)

No

Yes

Any ‘suitable for interpretation’
to ‘unsuitable for interpretation’
(and vice versa)

Yes

Yes

Addition or removal of possible
sub-threshold information

No

No
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14 Additional Workflows
141 Suspect Checks
Requests for suspect checks will be received via SSLU or the QPS in a CM request.

Suspect check reference samples are not associated to cases in the FR and therefore these
samples will not appear in the CPT.

If the crime scene sample against which the suspect check reference sample is to be
compared has been profiled in PP21 then STRmix analysis may be required. As the suspect
check reference sample does not populate the CPT, the STRmix input file cannot be obtained
from the PDA page of the FR.

If the suspect check reference sample results are located in AUSLAB then the STRmix input
file for the suspect check reference sample can be located in I\STRmix Profiles.

If the suspect check reference sample results are located in the FR then the STRmix input
file will need to be generated using the ‘Build GMIDX reference’ macro located in I:\\Macros.
Alternatively, this file can be generated from the Reference PDA page of the FR, however it
may need to be amended.

The resultant STRmix PDF file should be added to a ‘Notation’ against the sample.

Exhibit results lines will be used to communicate results back to the QPS for all suspect
checks (P+ and PP21) as per Section 18.

Once a suspect check has been completed, where appropriate, it will be necessary to
complete the suspect check request.

14.2 Receipt of New Reference Samples

Often reference samples will be received for a case after the profile data analysis has been
completed. The reference sample will require comparison to all interpretable DNA profiles in
the case. The crime scene profiles with validated results that require comparison will add to
the ‘Profile Data Analysis — Case Work + Ref’ worklist.

If the newly associated reference sample matches to the crime scene profile, the Case
Profiles table will need to be updated and new result line(s) added.

In the example below (Figure { SEQ Figure \* ARABIC }), consider that the new reference
sample matches UKM1. The profile analyst should enter the barcode of the new reference
sample into the ‘Association’ field for UKM1. This will update the association field for the
reference sample.
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Case Profiles

Name Association

Barcode

Category

1P+ ref L]

H P+ ref

8 PP21 ref
7 PP21 ref g
!

6 PP21 ref [ ja

New reference sample UKM1 3
Insert b/c This will
of matching autofill
ref here

Figure { SEQ Figure \* ARABIC } — Association of Unknowns

For new reference samples matching a DNAIntel sample, the profile analyst should update
the DNAIntel ‘Association’ field in the CPT with the new reference sample barcode.

14.2.1 New Reference Comparisons

Newly associated reference samples can be identified by the absence of LR information in
the Case Profiles table.

The comparison of the reference sample should be recorded as follows:

1.
2.

3.

If required, complete a LR calculation in STRmix and import the PDF

If required, manually update the LR information in the Case Profiles table (e.g. intuitive
exclusion)

If the reference sample matches an unknown or DNAIntel sample for the case, update
the ‘Association’ fields (Figure 42)

Re-copy down the profile into the Profile Record table, click the ¥ icon to perform a
search and select the original suffix, provided there is no change to the interpretation.
Do not re-tick either the +CPT or +NCIDD boxes

Click ‘Add Results’ from the PDA page to update the result lines for the reference
sample comparison. Alternatively, order a ‘Result’ process for the Exhibit Testing /
Examinations table and manually enter the appropriate result lines for the reference
sample comparison (Section 18)

If no additional results lines are required i.e. the results have not changed, then a
Sample Note to this effect should be added (e.g. duplicate reference sample)

Order a ‘Profile Review’ process (a ‘Profile Review’' process should be ordered
regardless of whether a result line is entered)

14.2.2 New Reference Comparisons that Require a Change in Interpretation

If a reference sample is received that requires the original interpretation of the profile to be
changed due to the profile now being able to be conditioned, then the following process
should be followed (otherwise follow the incorrect process as per Section 13):

1.

Upload the new STRmix PDFs to the PDA page (these will overwrite the original
PDFs)
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2. Click ‘Edit’ and update the Profile Record table by copying down the appropriate
profiles, searching the database, checking the +NCIDD box if necessary and selecting
suffixes as per Section 8

3. Incorrect all ‘Result’ entries in the exhibit testing table that relate to the profiles that
were copied down from the original interpretation. Although the original interpretation
was correct, this will cross out the profiles originally copied down in the Profile Record
table and remove them from the FR database

4. Enter appropriate result lines as per Section 18 (may need ‘Sample undergone further
work — conditioned’ line)

5. Order a ‘Profile Review’

14.3 Paternity / Paired Kinship Cases

To enable paperless PDA of paternity / kinship cases, Kinship reports can be printed to PDF
and attached to a ‘Notation’ against the sample. The Kinship report and manual entry audit
both have areas for the scientist to sign and date the report. Since NATA require the sign and
date fields to be filled, the scientist can edit the PDF and enter ‘N/A’ in the sign and date fields
(Appendix 3 — Amending PDFs for instructions on editing PDFs). Alternatively, these reports
can be digitally signed.

14.3.1 Product of Conception (POC) Received

When a paternity / paired kinship analysis is performed on a POC the FR records should be
completed as follows:

1. Copy down the profile / resolved component of profile into the Profile Record table
and perform a search

2. Check the ‘“+CPT’ box and save the record

3. Order a ‘Notation’ and upload the Kinship report (two ‘Notations’ will be required if
there is an audit report)

4. Order a ‘Result’, select the appropriate Exhibit Result line and enter the barcode of
the alleged parent in the ‘Linked No.’ field (where subsamples exist for the reference
sample of the alleged parent, the parent barcode should be entered into the ‘Linked
No.’ field)

5. Order a ‘Profile Review’

14.3.2 Reference Sample for Alleged Child Received

When a paternity / paired kinship analysis is performed on a reference sample then the
results are reported to the QPS via an Exhibit Result on the reference sample of the alleged
child. The FR records should be completed as follows:

1. Order a ‘Notation’ on the reference sample of the child and upload the Kinship report
(two ‘Notations’ will be required if there is an audit report)

2. Order a ‘Result’ on the reference sample of the child, select the appropriate Exhibit
Result line and enter the barcode of the alleged parent in the ‘Linked No.’ field (where
subsamples exist for the reference sample of the alleged parent, the parent barcode
should be entered into the ‘Linked No.’ field)

3. Order a ‘Profile Review’

4. The reference sample of the child will populate the ‘Profile Review’ worklist.
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14.4 Coronial Cases

If required, Exhibit Results can be reported back to the QPS on a bone sample using the
parent barcode in the same way as paternity / paired kinship cases (Section 14.3.2).

14.5 Reactivated Cases

The QPS may request a volume check or ‘Quant & Hold’ for samples within a particular case
type such as ‘Cold’ Cases.

If a volume check is requested:

Send a Request / Task to the Senior Scientist of the Analytical Section

Add details to the ‘Comments’ field

Save the record

Click the ‘Add Exhibits’ icon to add samples registered in the FR (refer to Appendix
23.14 for samples not appearing in the FR)

pPON=

For a Quant and Hold request, refer to QIS 34006 Section 4.4.17 for detailed steps on
actioning these samples.

14.6 Covert Samples

The QPS may submit covert samples for DNA analysis. Covert samples may be identified
through information entered by the QPS in the ‘Exhibit Notes & FSS Advice’ field of the Exhibit
Record page. Alternatively, the QPS may alert a HPS or above of these samples. If not clearly
identified, a notation should be added to the ‘Exhibit Testing / Examinations’ table of the
relevant samples.

For the PDA page of a covert sample, do not complete the Profile Record or Case Profiles
tables. All results for these samples including any reference sample comparisons should be
reported back to the QPS in an Intelligence Report for the relevant sample (QIS 34308) and
not through the standard exhibit result line process.

15 Sample Status
The status of a sample can be easily seen in the ‘Status’ field of the PDA page (Figure 43).

Exhibit Detail

RS _ e s ”:-
Cat Y s O TEST Platform 2 socl

atch No 2 zod

Review Scientist: 440121 CAUNT.E

Figure 23 — Sample Status

The information displayed in this field is taken from the last entry in the Exhibit Testing table
along with the date and time of that entry.

To access the status of all samples for a case, click the sample barcode ‘690149606’ at the
top left corner of the Exhibit Detail table. Click the Exhibit Register tab twice, select ‘DNA
Analysis’ then ‘All Exhibits’ (Figure 44). This can be further filtered by profile type once DNA
profiling has been completed:
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Case Files Statistics Equipment Personnel Forms Main Menu

Exhibit List 3 _ )

20/ 32 Entries
Barcode Category Date Property Tag FilmNo
pithelial Fraz 17/05/2017
Other 24/05/2017
90149793 ( SAIK TEST VICTIM
pithehal Fraction 03/05/2017
EPITHELIAL FRACTION QHFSS BATCHID CONAEXT20170503-03 PARENT BARCOD!

I cud

DNA Analysis List 1
1 - 20/ 27 Entries
P& PDA Analyst GMIDx PDA Notes Received Status
24/04/2017 DNAQUA
24/04/2017 STRAMP

24/04/2017 On Hold [WL]

24/04/2017 STRAMP
24/04/2017 STRAMP
24/04/2017  STRAMP [WL)
27/04/2017 STRAMP
27/04/2017 STRAMP
28/04/2017 STRAMP
28/04/2017 DNAQUA

Figure 24 — Status of All Samples in a Case

This sample status summary can also be accessed from the Integrated Case Management
System (ICS) page that presents after log-in. Click the ‘Case Files’ button at the top of the
page, enter the case number, click enter and then access the ‘Exhibit Register’ tab as detailed
above.

16 SAIKs and Multiple Items from One Exhibit

Often exhibits are received that contain multiple samples for DNA analysis. For example,
SAIKs that contain multiple swabs and exhibits containing multiple cigarette butts.

Once received in Evidence Recovery for examination, these exhibits will be split into their
individual components and new barcodes assigned. Consider a SAIK that contains three
swabs. Evidence Recovery will register each of the three swabs as individual exhibits; these
swabs are ‘children’ of the ‘parent’ exhibit (SAIK). As the ‘children’ are registered as exhibits,
they will each have a PDA page and a result for each of these ‘children’ should be reported
back to the QPS.

Since each of the ‘child’ exhibits from the SAIK will undergo DNA analysis, they will have
subsample barcodes associated with them in order to store the individual parts created during
the DNA analysis process (Figure 45 and Appendix 12 — Forensic Register Storage

Architecture).
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17

SAIK Exhibit (parent)
HVS LVS Vulval Exhibits (children)
|
y o J .
IEFRAC ‘ [ stie | | SPIN | | EFRAC | | suoe | | spn | [ errac | | suiDE | EXR Sub-samples for

storage

Figure { SEQ Figure \* ARABIC } — SAIK Hierarchy

If the spin basket from the HVS requires re-extraction, this will need to be made into an exhibit
to enable subsample barcodes to be created for storage of its individual parts (Figure 46).

SAIK
Y Y 4 Y
HVS SPIN HVS LvVS Vul‘val
] # |
J L / | | | vy
[errac | |suce | [spin | Ferrac | |suoe | [errac | [suoe | [sein | [errac | [suoe | | spin |

Figure 25 — Re-extract of Spin Basket

The following process should be followed to order the processing of an EFRAC that has
been held at extraction:

1. Find the barcode of the EFRAC for your sample from the exhibit testing table

03/05/2017 10:21 Subsample E -EFRAC

Register the EFRAC as an exhibit as described in Appendix 9 — Registering a
Subsample as an Exhibit

Navigate to the exhibit testing table

Open up a test page by clicking the add button ('®)

Select ‘DNA Quantification’ as the technique and ‘Quantifiler Trio’ as the method
Click the save icon to save the record

e

ok w

Subsamples and Subsample Processing

Subsamples are not exhibits and do not have records in their own right. Any process
performed on a subsample is recorded within the parent exhibit from which the subsample
originates.
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Some exhibits require multiple samples to be processed with only one final result being

reported back to the QPS. This is most likely to happen with bone samples when there are
multiple aliquots.

In the example below (Figure { SEQ Figure \* ARABIC }) the bone exhibit has barcode
695362707; the bone has two aliquots with barcodes 695362647 and 695362638 which are
subsamples of the bone. The profile information for both subsamples is displayed in the
Profile Analysis table on the PDA page of the bone. This enables the results from both
aliquots to be combined into a consensus profile for reporting.

+
Exhibit Detail & B
lExh bit Detail
Barcode No QPRIME No:
Category Bone R Femu R Femur
|Batch No
lC.\tr Scientist: Review Scienbist: Status: 01/06/2017 14:37 PDA [WL]
Profile Analysis a2
e DNA Extraction & Post Ext ML DNA Quantification ng/pL STR amplification SV1|Tvi|Sv2|Tv2 Capillary Electrophoresis
CONAEXT20170531-07 CONAQUA20170531-01 B 0.2687 | CSTRAMP20170531-01 001 | 4.4 [15.6( 0.0 | 0.0 | CCE20170531-01 DO1 W
DNAEXT20170531-07 B CONAQUA20170531-01 B 0.3145 | CSTRAMP20170531-01 EO1 | 3.8 [16.2 0.0 | 0.0 | CCE20170531-01 EO1 M

Figure { SEQ Figure \* ARABIC } — Bone Exhibit

Another example of when a subsample will be encountered is if a sample has been diluted.
Below (Figure 48) exhibit has been processed but later needed a dilution which
has barcode The Profile Analysis table shows the batches that related to the
processing of the original extract under the exhibit barcode followed by the processing of the
dilution. In this instance the sample has been processed under the dilution barcode but the
result will be reported back under the exhibit barcode.

Exhibit Detail

‘
o; Thutt

Exhibit Detail

Barcode No:

x ¢ig butts

Category cig butt 2 690149526 - 4

Batch No

Case s::enm::l.zusrsml Review Scientist:

Profile Analysis

Status: 09/06/2017 15:24 Result ]

-El‘STEAU L2 ®

DNA Quantification ng/pL STR Amplification SV1|TVi|Sv2|TV2 Capillary Electrophoresis

CDNAQUA20170504-01 8 20.01

CSTRAMP20170515-02 CO1 $.9|14.1| 0.0 | 0.0 | CCE20170516-02 CO1 ®

Figure 26 — Dilution

When processing of subsamples is complete they will populate the PDA lists under the
subsample barcode; this enables visibility of the progress of each of the individual
subsamples. Since the results of the Profile Data Analysis are reported back on the exhibit,
it is the exhibit and not the subsamples that will populate the Profile Review lists. Subsamples
only remove from the PDA lists when a Profile Review is ordered with the subsample barcode
in the ‘SublID’ field. Alternatively, ‘Reallocate’ from the parent barcode with the subsample
barcode will remove subsamples from the PDA lists.

If a subsample requires a rework, the exhibit test is ordered on the exhibit and the barcode
of the subsample should be entered into the SublD field of the exhibit testing page. In the
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example below (Figure 49) the subsample with barcode |l is being submitted for
re-amplification.

For any action that is required to be performed on the subsample, the barcode of the
subsample must be entered into the SublD field.

EXHIBIT TESTING 'l'.]

Exhibit Record

Exhibit Barcode |Category Description Parts ‘
one R Femur 1

Exhibit Images

Testing / Analysis

Process™® Date ‘ <ubID SubType Equipment No ‘

v [221062017 13:45 ﬁ ‘ v

——

Notes 1

Attachment: | Choose File | No file chosen

Storage Box 1D Position Tube Lot No Volume (pL) Prionty
1 2 @3
Worklist
Te}hdm"\ , Method Source Batch / Rack ID [ Position ‘
e ——
{STR Amplification v | PowerPlex21 3130x| v
T.SA (Qty) PSVOL Sv1 (pL) V1 [ sv2 ™v2 Input DNA (ng) ‘
0.26870000 1.861 1.8 13.2 ‘ 0 0 0.484

Figure 27 — Processing of SubID

Subsamples may be registered as exhibits if a result needs to be reported back on that
subsample in isolation of any other subsamples or if pooling is required (Section 11.3).

In the example of pooling, subsamples are made into exhibits to enable the pooling process
to occur however the final result will be reported on the pooled barcode. In this instance the
samples that have been pooled require peer review at the same time as the results on the
pooled barcode. Each of the exhibits that have been pooled should have a profile review
ordered on them to remove them from the PDA list and enable the reviewer to record the
review of these samples.

18 Exhibit Results

Exhibit result lines are created to communicate results to the QPS electronically (QIS 34229
for Explanations of Exhibit Results for FR). Exhibit results relating to DNA profile
interpretation are entered into the FR by selecting appropriate lines:

1. Select the ‘Add Results’ icon ' from the PDA page
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Check all automated lines

Click the save icon to save the record

Repeat until all relevant exhibit result lines have been entered (‘Add Results’ allows
for the addition of three lines at a time)

hON

On occasion, it may be necessary to select the appropriate result lines manually:

1. Select the ‘Add Results’ icon © from the Exhibit Testing / Examinations table,
followed by ‘Result’ from the ‘Process’ drop-down menu (Figure 50)

2. Select the appropriate exhibit result line from the drop-down menu. The mnemonic
can be entered into the box for additional filtering

3. Enter the associated reference sample barcode, unknown designation or DNAIntel
barcode into the ‘Linked No.’ field

4. Click the save icon to save the record

5. Repeat until all relevant exhibit result lines have been entered

Provided they are unvalidated, result lines can be edited (e.g. feedback, re-working or
finalisation of a critical reference sample). If the selection of result lines from the drop-down
menu are limited, edit and save a result line as a blank record and then re-enter this record
with the intent to edit. The full complement of result lines should now be available for use.

EXHIBIT TESTING [

Exhibit Record

Exhibit Barcode |Category Description Parts
Swab Stain2 1

Exhibit Images

WITHHELD FROM VIEW AS T IAY BE GRAPHIC IN NATU
HE IMAGES ARE NOT TO BE VIEWED BY ADMIN OFFICERS

Testing / Analysis
Process* Date SubID SubType Equipment No
Result Jg) v [06/0412017 1345 f
Police Report Linked No.
v

1BPPSR - Presumptive blood test pos. Submitted-results pending
1S9L10 - SS DNA profile 9 loci and above LR > 100 billion

1SS - Single source DNA profile
1SS20L - Single source 20 loci DNA profile LR > 100 billion
1SS9L1 - Single source DNA profile < 9 loci LR 100 - 1000
1SS9L2 - Single source DNA profile < 9 loci LR 1000 - 10 000
1SS9L3 - Single source DNA profile < 9 loci LR 10 000 - 100 000
1SS9L4 - Single source DNA profile < 9 loci LR 100 000 - 1 million
1SS9LS - SS DNA profile < 9 loci LR 1 million - 1 billion
1SS9L6 - SS DNA profile < 9 loci LR 1 billion - 100 billion
1SS9L7 - SS DNA profile less than 9 loci LR > 100 billion

1SS9L8 - SS DNA profile 9 loci and above LR 1 million - 1 billion ‘ Priority
1SS9L9 - SS DNA profile 9 loci and above LR 1 billion- 100 billion o
1SSAKN - Single Source DNA profile - assumed known contributor | 1 N 3

1SSIND - NCIDD Intel upload - single source partial profile
1SSINI - NCIDD Intel upload - interim single source profile
| 1SSLND - Single source DNA profile < NCIDD matching stringency
1SSLOW - Single Source- low support for contribution kD Position

1CCNCD - MO unlasd fianlA aaursa DA _neafila v l

Figure 28 — Exhibit Result
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Once all exhibit result lines have been entered a ‘Profile Review’ process should be ordered
(Figure 51) which removes the sample from the PDA list and adds it to the appropriate review
list.

Testing / Analysis

Process™ Date SubID SubType Equipment No

(@ v [06/042017 1345 v

Figure 29 — Profile Review

These result lines can be checked by clicking on the ‘PDA Robot’ icon “ . Any discrepancies
will be highlighted by a red cross and should be investigated prior to PDA review.

An additional process is required for four person mixtures with an LR in the range ‘Mix —
Support for contribution 2 to 1 million’:

Await request from the reviewer for a new task
Create a Request / Task from the Case Management tab
Allocate this task to the reviewer
Select ‘CM’ as the Request Type
In the ‘Comments’ field add
a. Sample barcode: XXX
b. Result reported: Mixed DNA profile
c. LRreported: Mix — Support for contribution 2 to 1 million; Person barcode XXX
d. Actual LR: (Value); Person barcode XXX
6. Click the save icon

RN =

The exhibit result line associated with removing a profile from NCIDD should not have
anything in the Linked No. field (Section 11.1.3).

If a sample undergoes further processing after review, a complete set of new exhibit result
lines should be entered (supersedes any previously reported result lines).

19 Case Files

Generally speaking, cases without a statement are managed paperlessly. A paper case file
can be created at any stage if it is necessary for efficient case management or if a statement
is required (Appendix 8 — Creating and Tracking a Case File).

For cases with paper case files tracked in non-FR LIMS requiring further work or tracking:
1. ‘Remove’ the case file from the non-FR LIMS storage and add an audit entry
‘Removed to track in FR’
2. Create and track this case file in FR as per Appendix 8 — Creating and Tracking a
Case File using the existing case file barcode
3. Add a note to the ‘Exhibit Notes & FSS Advice’ field stating the case file was
previously tracked in non-FR LIMS

It is not necessary for epgs within a case file to be labelled; instead a copy of the PDA page
can be printed to accompany the epg(s). The PDA page contains all of the sample and
interpretation information and can be associated with the epg via its barcode.

Case notes (e.g. GMO notes) are stored in ‘Paperless’ folders stored in Evidence Recovery,
Reporting and Admin areas.
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19.1 Case File Storage and Movement

Case files should be tracked at all times. FR storage locations are represented by a nine or
ten digit barcode and a description. Each scientist has their own FR storage location, with
additional storage locations assigned for general case file storage.

General FR case file storage locations are detailed in Table { SEQ Table \* ARABIC }.

Table { SEQ Table \* ARABIC } — General Case File Storage Locations

SEETIEL Location description AdmEl Purpose L

] barcode . location location
FRIT In-tray - PDA (Paper Block 3 Ongoing case files for FRITCM
file) PDA
FRIT In-tray - PDA Review | Block 3 Paper case file requires MIXACT
(Paper file) PDA review
FRIT In-tray - Case Files for | Block 3 Case files created by FRITCM
Reporting admin for statement
FRIT In-tray - Statement Block 3 Statements for review STAREV
Review
Admin In-tray - No Further Block 6 Paper case file, no FBPR1
Testing Review (Admin) statement, new pages

added, requires admin
review

Admin In-tray - Case File Block 6 Case file requires filing FBCFF1
Finish
Admin In-tray — Statements | Block 6 Admin in-tray for FBSI24
statement finalisation

Admin In-tray — Scanning Block 6 Scanning in-tray

ER In-tray - Incoming Block 6 ER in-tray CFLIT
Paperwork

20 Records
Nil

21 Associated Documentation

QIS: 17117 — Procedure for Case Management

QIS: 34245 — Reference Sample Result Management

QIS: 34229 — Explanations of Exhibit Results for FR

QIS: 34006 — Forensic Register Procedure for the Release of Results

QIS: 33744 — Forensic Register Training Manual

QIS: 34064 — Miscellaneous Analytical Procedures and Tasks

QIS: 34281 — Procedure for the Use and Maintenance of the Forensic DNA Analysis
Elimination Databases
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QIS: 34308 — Procedure for Intelligence Reports and Interstate / Interpol Requests in the

Forensic Register
QIS: 34112 — STR fragment analysis of PowerPlex® 21 profiles using GeneMapper™ [ID-X

software

22 Amendment History

Version Date Updated By Amendments
1 May 2017 E. Caunt First issue
2 October A. Keller and Incorporated comments including
2019 Entwistle audit recommendations;
Incorporated FR enhancements
including automatic ordering of
NCIDD process; Added appendices;
Moved Profiler Plus processes to
appendix; General edit of document
3 January A. Keller and Incorporated comments; Upgraded
2022 Entwistle template; Removed Appendix 5;
Added Flowchart to Appendix 14
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23 Appendices

23.1  Appendix 1 — Navigation for Profile Data Analysis

Following log-in, click on ‘Forensic Register’ button

Forensic Services L

ﬁ Foranak Alagister

WARNING - CONDITIONS OF ACCESS TO AND

SE OF THIS REGISTER

Forensic Register Help Development - A/Inzpector Troy O'Malley
Phona 3354 €040 Foranzic Tachnolo

Email: Forensic Register Help .

I Foranzic Register iz down. contact Help Desk to contact Forensic Support 1300 487 72

Click ‘Unit Work List’ tab

i - ' |
Forensic Services o |
Case Fikes Stabistics Equipment Personnel Fonms Main Menu

Pe Liat Umi o List
Integrated Case Management System (ICS) ©

Foranzic Sarvices Group

Queenszland Police Headquarters

FSS Foranzic DNA Analyziz ( PSD )
GPO Box 1440 Brisbane <001

SQL J2EE Yersion 2.1 = 20 December 2007
Forensic No Details Dats

R CM TRAINING

25/01/2017
Micrallznanos - NN

Click ‘Sample Management’
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Forensic Services ‘1‘1‘

Case Files Statistics Equpmen: Personnel Forms Main Menu

Register Unit Work List

FSS Forensic DNA Analysis ( PSD )

Case Management
1-17 /17 Entries

Forensic No

Report Date Report Type Dats Required  Priority

H

This will open a new tab in Chrome

Alternatively, entering ‘sm’ into the search field will take you to the same place

Forensic Services aTs'n
Case Files Statictics Equioment Personnel Forms Main Menu

Forensic Register Paersonal Work List 5 Unit Work List Reference

Integrated Case Management System (ICS) @
Forensic Services Group -&UHT - FSS Forensic DNA Analysis ( PSD )
Queencsland Police Headquarters

GPO Box 1440 Brisbane 4001 SQL J2EE Version 2.1 - 20 December 2007
Recent Case File Access ﬂ» sm| “‘
Forensic No Details Date

TRAINING QHSS CASE 4 VOLUME P3 21/04/2017
Assault - MCDONALDS

Click the ‘Worklist’ tab

QPS Forensic Services s s

Exhibit Analysis

Hover over ‘Profile Data Analysis’ and this will bring up the menu of PDA worklists. Clicking

on the appropriate list title will open the list
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QPS Forensic Services l‘l‘
T [

Restartad Recalved
Restarted Recelved
Resarted Recatvad

Restarted Recaivad

Hover over ‘Profile Review’ and this will bring up the menu of review worklists. Clicking on
the appropriate list title will open the list

QPS Forensic Services

[Received]

thibit Mathod

R Received

You can bookmark any page in the FR to your tool bar as follows

When on the page that you would like to bookmark, click the star in the toolbar

@ forensic-registe x | @ forensic

« C f & burs//164.112.251.241/main/analytical/worklist_search.cfm# —— 7

I Apps @ MainMenu @ PP21PDAliss @ P+ PDAlist @ STRmixworklist @ NCIDD list @ PP2L Review List & P+ Review List

QPS Forensic Services

Exhibit Analysis

Racaived Worklict [Recaivad]

Exhibitho Exhikit Method Date / Time / Prierity Requestad By Locatien [ Shelf « Displaying 1 - 20/ 136 »

This will bring up a window for you to name your book mark
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= C A | B bups//164.112.251.241/main/analytica

= Apps

worklist_search.cfm#

® Main Menu @ PP2LPDAlist @ P-PDAlist @ STRmix worklst @ NCIDD list

QPS Forensic Services Name: | RS

@& PP2LR List @ P+
& AR Bookmark added!

Folder  Bookmarks bar -

Adrinistration

Remove Edit.. Done

Exhibit Analysis

Racaivad Worklist

Exhibit Mathod Data

CONOOM

Recsived

Time / Priority

d 2013-10-30 08:12 2

[Recsived]

Reguested By

Lecation / Shalf « Displaying 1 - 20/ 146 »

Restarted Recsived

Type in a name for your book mark and click ‘Done’

x | @ forensic-register x \

(= cC f

I Apps @ MainMenu @ PP21PDAlist

® P-PDAEst @ STRmix worklist

& baps://164.112.251.241/main/analytical fworklist_search. cf
@ NCDD st @ PP21 Reviewlist @ P~

) Lo 5

Bookmark

QPS Forensic Services Neme: |Received Worklis]
Folder:  Bookmarks bar -
Ret; le A t Remove Edit.. Done
Exhibit Analysis
Received Worklist [Received] |
|E- hibithio Exhibit Method Dete / Time / Priority Reauvested Bv Location / Shelf 4 Dizgplaying 2 - 20/ 145 » |
Your book mark will appear on your tool bar
§ forensic-register x | @ forensic-ragister x == = 3

€ C A | (% b#rs//164.112.251.241/main/analytica
I Apps | @ Main Menu

@ PP21PDAIst @ P-PDAKst

QPS Forensic Services

® STRmix worklist @ NCIDD list

@ PP21Review Lot @ P+ Review List @ Received Worklist

Sample

Admninistation

Exhibit Analysis

I Recaived Worldizt

[Raceived] |

Method Date [ Tima /

Racelved

Exhibitrea Exhibit
conoom

Prionty  Regquestad By

2012-10-20 08:12 2

Location / Shelf 4 Displaying 1 - 20/ 146 »

QHSS DSC Rastartad Recalvad

Also refer to QIS 34006 Section 4.1.1 for Navigation to PDA Worklists
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23.2 Appendix 2 — Profile Data Analysis (PDA) Worklists (Crime Scene)

The PDA worklists for casework are detailed in Table 1. These worklists populate and sort in
the same way.

A sample populates the relevant PDA list under the following circumstances:
e The GeneMapper file has been uploaded and a profile PDF has been added, unless
a QFLAG is raised in which case the sample will populate the ‘On Hold’ list
e Upon completion of the STRmix process which requires validation of the STRmix
page
e The sample is manually inserted onto the PDA list

Samples processed through PP21 will populate onto lists based on the amp batch type and
priority. If there is no amp batch present, the sample will populate the ‘UK CE’ worklist.

For the ‘PP21 + Ref worklist, all validated mixture and single source samples for a particular
case populate this worklist when any associated reference samples are finalised.

The PDA lists are structured as shown below:

[ALL] [SS) [MIX] [COMPLEX] [UNDEFINED]

Mix PDA Notes @

Profile Data Analysis PP21 Worklist f /
v
PDA Analyst

ExhibitNo OccNo

Reporter

CAUNT.E IPPIALA

CAUNT.E IPPIALA
NURTHEN.T AUNT.E
AUNT.E
AUNT.E
AUNT.E
AUNT.E
MORGAN.R

AUNT.E dd CCE20150728-01 CO1 first

ENSTEAD.L

PIPPIA.A

Name of worklist
Name of PDA Analyst for sample (assigned by clicking 2 icon on the PDA page)

N -

Caze Scienbizti 440121 CAUNT.E

3. Name of PDA Analyst / Reporter for entire case. Displayed as |
on the PDA page (Appendix 7 — Allocating a Case to a Reporter / Profile Analyst)
Date and time that the sample was received
Priority of the sample
Reflection of plate readers UD1 comment in GeneMapper
a. If the UD1 comment contains ‘SS’, ‘MIX’ or ‘COMPLEX’ then the sample will
appear on the list as ‘SS’, ‘MIX’ or ‘COMPLEX’ respectively;
b. If the UD1 comment does not contain ‘SS’, ‘MIX’ or ‘COMPLEX’ then the
sample will appear on the list as ‘UNDEFINED’
7. If the sample has populated the PDA list following STRmix analysis, a ‘Y’ will populate
the STRMix column

ook

8. Notes from the ‘Notes’ field on the PDA page
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9. Number of samples on the list. You can navigate between pages by clicking on the
arrows

10. Filters for filtering the list based on profile type (also refer to QIS 34006 Section for
Filtering Samples on Worklists — Section 4.3.1). You can search for a particular
barcode by entering it on the Worklist tab page

Samples are removed from the list under the following circumstances:

e The sample is added to the STRmix worklist

e Arework is ordered

e A ‘Profile Review’ process is ordered (with subsample barcode if applicable)

e A ‘Reallocate’ process is ordered
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23.3 Appendix 3 — Amending PDFs
Open epg as PDF

On PDF click ‘Comment’

ﬂ:_ 690123970_FR1598254,pdf - Adobe Reader

=B 8]

File Edit View Window Help

BEeE| @[t =@ HB | e 2|

Fill & Sign . Comment

L

LB B8y sems

GeneMapper® ID-X 1.4

Project: FCW21GM20161012_01

/

e 2T

XP P1601879097 2016-10-12 3130xB.fsa

160 240 320
+ e

R =

Under ‘Annotations’ click the strikethrough icon

[PowerPlex 21 IDX v2.4

1 6901301
480

5 690123970 FRI598254,pdf - Adobe Resder

o=k

| File Edit View Window Help

BEsE|c@he|@®+=][-]| HO |22 |Ld

Fill &Sign | Comment

*| = Annotations

AR ggg‘vs","m Project: FCW21GM20161012_01
GeneMapper® ID-X 14
Fie 10wl ]
e e r— ,

Highlight the text to be crossed out

1)

T I*Alﬂ
8 13
1350 160

10
62
1

11
1571

The text will strikethrough

BT &Y &
R R S R S

Click the text icon and place the cursor where you need to add text
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5, 690123970 FRISIEISA pef - Adobe Reader el
[Fie €42 View Window FHeip x
BEeE| @2 @=@vs-]|HB | @ 2| Fill &Sign = Comment
*| + Annotations
m‘fﬁ Project FOWZIGM0161012_01 PR TE&Y &
T Tt 1 Ta I®PTh

Add a note explaining the reason for the edit and add your initials and date

|

e —
8 -1—3‘
1350 166

10

62

11

1571

13@TPOX removed as PU
JEE 30/05/2019

Save the edited PDF to a convenient location with the file name in the format ‘CE position
number-sample barcode-QP number-suffix’ eg H01-690123970-QP1699999978-EJC

The file name requires a suffix to ensure that any previously uploaded PDFs are not
overwritten

Open the CE batch for the PDF that has been edited

/1|TV1|SV2|TV2| Capillary Electrophoresis |Include

.0[0.0|0.0|0.0| CCE20170201-03HO1 M | (] &)
=

v

Click the = icon in the top right corner of the batch page
~

Exhibit Analysis BEe®
BatchlD Technique Maethod Source Batch 10
CCE20170201-03 Capillary Electrophoresis PowerPlex21 3130x| CSTRAMP20170201-01 =) .‘51
o0 02 03 04 os 06 o7 o8 -] 10 11 12
A PN PN N\ =N N\ =N 7N - N N\ S =N
360010960 Ladder 1 690123767 Ladder 2 690123220 Ladder 3 690126116 Ladder & 690126654 Ladder S Ladder 6
A4 \_/ w \_/ -wr \_/ - \_/ \_/ -
A 7\ N\ 7\ 7\ N\ N\ 7N\ 7N\ N\ N\ an
® | 360010974 | 650123961 | 690123756 | 690123426 | 690123214 | 690129918 | 650126125 | 690126458 | 690126663
-wr \/ \/ \/ \/ \/ \/ \/ \/ / U/ \/
7\ 7\ 7N\ 7N\ 7\ R ~ 7\ N 7\ 7\ N\
< 690124154 | 690123952 | 690123613 | 690123417 | 690125720 | 650125927 | 650126262 | 650126469
./ ./ ./ ./ - ./ ./ Nt N ./ Nt Nt
N\ g N\ 7\ N\ = ~~\ N\ N N\ /‘\ N
o 690124145 | 690123948 | 690123602 | 690123408 | 690125731 | 690123936 | 650126271 | 650126475
S N, \_/ Nl ./ ./ ) L \_/ \_/ \_“
? . Y -, 7\ 7N\ 7N\ an 7N\ N 7N\ N\ 7N\
E | 690124136 | 690123939 | 690123599 | 690122391 | €90125742 | 690125945 | 630126280 | 690126486 )
N \_“/ \_“/ \_/ \_/ \_“/ \_“/ Nl \_/ N Nl
o 20N N\ N\ N\ N\ Ve N\ N\ 77\ N\ 7\
- faN124127 fan1daves fan172%an fan1>1en fan1rsTEn Ran1danan RAant1oades AN AT

Drag the amended PDF into the box or select the file from its location, click ‘Start Upload’,
click the = icon to save. The PDF should now be accessible from the PDA page of the sample
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Exhibit Analysis

&

BatchiD Technique Method Plate / Rack 10

CCE20170201-03 ‘Capillary Electrophoresis PowerPlex21 3130x|

Filename Size Status

Drag files here.

I QAddFiles | ¢ Start Upload

4
POF Exception List

|
|
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23.4 Appendix 4 — Profile Data Analysis of a Single Source PP21 Profile for NCIDD

A request for further information may be necessary before proceeding with the PDA of a
sample. For example, establishing the ownership of an exhibit taken from a piece of intimate
clothing such as underwear, to enable the conditioning of a sample. Refer to QIS 34006
Section 4.4.15 as well as QIS 34006 Sections 4.4.4 and 4.4.5 for detailed steps on accessing
further information from cases and associated samples.

The PDA page for a sample yet to be interpreted will look like this

Exhibit Detail j am
Exhibit Detsil
Categery swab 39213 PP2L
Batch fio
Case Scientist Review Scientist Status: 02/02/2017 11:17 PDA [WL]

Profile Analysis

Barcode | DNA Extraction & Post Ext. | Wb DN& Quantification na/uL

CPSTEXT20170202-03 @ | 33.0

Profile Interpretation

Contriburoes Frofile TRm Tiote:
102030405 cx One Opy =T

Profile Record

Amel D3 D1 D6 D13 | PenkE D16 | D18 D2 CSF  Pentd THOL | wWA D21 | D7 Os | Tox | Da D12 D19 | FAA

Case Profiles @

Name Categery sTRmix™ [Hi|H2|aAc| R Reported LR Employes Raviguar Induda

=

iy

[y

Sample Notss >

Profile Analysis

| Barcode | DNA Extraction & Post Ext.| L CNA Quantification ng/pl

[
CPITEATI0270202-03 8 | 3.0 |
|

Your name will appear next to the icon

Profile Analysis -:'.ur.s 29
Barcode | DNA Extraction & Post Ext. | pL DNA Quantfication —— STR Amplification svi|Tvi|av2| Tv2| Capillary Electrophoresia | Include
CSTRAMP20170201-01 HOS |15.0) 0.0 [ 0.0 c.o|  ceeaoi7c201-03 Moz m =)

I

w

CSTRANF20170202-03 COS 4, CCE20170202-01 COS WA ao

Batch records can be accessed by clicking on the batch id

Profile Analysis

Barcode | DA Extraction & Post Ext.| i DNA Quartification ng/ut
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The GeneMapper record and profile PDFs can be found by clicking on the position next to
the appropriate CE batch id

profile Analysis -Au.r.: 2?2

Barcode DNA Extraction & Post Ext. Wk DNA Quantification ng/ ik mplification Svi|Tvi|sv2 V2 o
[ STRAMP20170201-01 HOS .::.0 0.0 C‘»;'U,: CCE20170201-03 HOE B l::]’
CPSTEXT20170202-03 W | 35.0 T\ =)
(CSTRAMP20170202-03 COS 4, CCE20170202+01 COS l\ &

This will open a new window. The profile PDFs can be opened by clicking on the @ icon.

GeneMapper® ]

119,72

THOL

294.22

All available profile PDFs can be accessed from the PDA page by clicking on the # icon,
followed by ‘Open All’ or individual = icons.

The STRmix input files are accessed directly from the FR. Clicking the ) icon will download
the STRmix input file for the associated casework run. This input file can be saved to the
desktop or other convenient location for access from STRmix. Alternatively, right clicking on

the & icon will allow the file to be saved directly.

Capillary Elactrogherssic k(luﬂ=| -

— Open link in new tab

Open link in n

When setting up the STRmix analysis only the QP number is to be entered into the ‘Case
Number’ field and only the barcode of the casework sample is to be entered into the
‘Sample ID’ field. This is also the case when running LRs. If additional information is to be
added, such as the barcode of the reference sample, then this can be added to the ‘Case
Notes’ field.

Once the STRmix analysis is complete, the STRmix macro should be run and the PDFs
uploaded into the FR as follows:

e Run the STRmix macro QIS: 35009 — MoveSTRmixPDF Macro
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e The STRmix files and PDF will be stored to I:\STRmix Results and a copy of the PDF
will be stored in the FR upload folder (shortcut on desktop)

e The FR upload folder should be emptied at regular intervals as this is only a transient
storage location. A copy of the PDF will always be stored in I\STRmix Results

The macro will name the PDF such that the FR will file the PDF in the correct place. This
naming convention is based on the ‘Case Number and ‘Sample ID’ fields in STRmix,
therefore if additional information is added into these fields the FR cannot file the PDFs
appropriately.

Upload STRmix PDF into the FR as follows:

1. From the PDA page of the crime scene sample, click the = icon in the top right
corner

Exhibit Detail D& @

Exhibit Detail ’

Category Suwab - Saliva 5 PP21 DNA
Batch No

2. Drag and drop all of the STRmix PDFs pertaining to that sample into the window
or click on ‘Add Files’ (1) and browse. Once all files are listed in the window, click
‘Start Upload’ (2) and then click the save icon (3)

STRMIix™ File Import CJ

Filename Size Status ‘

Orag files here.

! ]

& Add Files | @ Start Upload ob 0%

All of the STRmix PDFs will file in the appropriate places. If you have STRmix PDF files for
multiple samples they can all be dragged into the window at the same time regardless of
which sample the window was opened from and they will all file appropriately.

Now you can complete the PDA page

Click the edit icon

Profile Analysis

‘ Barcode | DNA Extraction & Post Ext. | plL DNA Quantification na/it STR Amplification

V1| TV1|Sv2|TV2| Capilla
- CSTRAMP20170201-01 HO8 |15.0( 0.0 0.0 0

Check the ‘1’ circle in the Profile Interpretation table
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Profile Interpretation

~N Centributers
P

Netes

¥, 2 3 4 H] ’ cx w Opy ST

D3 D1 06 D13  PertE D16 D15 D2 CS5F  PentD THOI WwWA D21 07 0OS TROX D8 D12 D19 FGA

1 416 110 112 0.0 7.2 11,12 | 16,19 1920 1112 10,12 9.0 17.0 0.0 1.0 0.0 0o 11.18 0.0 0.0 210

Copy down the profile into the profile record table by checking the ‘C1’ circle (1); enter AMEL
(2) and click the search button (3)

Profile Record o\

p c1 O cce20170201-03 Hos © cce20170202-01 cos @ cLr
D3 D1 D6 D13 PentE D16 D18 D2 CSF PentD THO1 vWA D21 D7 DS TPOX DS D12 D19 FGA
4 ~— + cPT + NCIDD v

New Unknown

Check that you agree with the FR designation of UKM1 (4) for this sample. If UKM1 does not
match any reference samples and is a new unknown for the case, check the ‘+CPT’ box (5);
check the ‘“+NCIDD’ box (6) and select the ‘—ss’ suffix from the drop-down menu (7)

Profile Record

® c1 CCE20170201-03 HO8 CCE20170202-01 COS CLR

2] D1 D& D12  PentE D16 Dig D2 CSF  PentD THO1 VWA D21 o7 DS TPOX os D12 3% FGA

XY 14,16 11,0 11,12 0,0 7.12 11,12 16,19 19,20 11,12 10,12 9.0 17,0 0,0 12,0 0,0 0,0 11,15 0,0 0.0 21,0
Il :<—O0 @ +cor @ +nci0 -ss v
Click &
Profile Analysis D &
Barcode | DNA Extraction & Post Ext. | st DNA Quantification /il STR Ampification lsvx!wx sva2|Tva| Capillary Bectrophoresis  [indludel
CSTRAMPI0I70201-01 HOS |15.0 0.0 | 0.0 | 0.0 CCR037201-03 MO B

CPSTEXT20170202-03 @ | 35.0 l

ICSTRAMP20170202-03 COS 4 CCE20170202-01 CO3 ML

Whilst still on the PDA page, click the © icon above the Profile Interpretation table. This will
open a ‘Result’ page with automatically populated result lines generated from the completed
fields of the PDA page (up to three result lines at a time, repeat this process if more are

required). Check that you agree with these result lines. Click &
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EXHIBIT TESTING [y

Exhibit Record

Exhibit Barcode |Category Description Parts
Swab - Blood A.Dried/red 2mmx2mm 1

Exhibit Images

Testing / Analysis

Process* Dats SubID SubType Equipment No
Result v |[09¥03/2018 1408 v
police Report Linkad No.
1SS - Single source DNA profile v [UKML
1SSNCD - NCIDD upload single source DNA profile v
v
Motes

Attachment: | Choose File No file chosen

Option 2
From the PDA page, either click = to access the Exhibit Testing / Examinations table on the

Exhibit Testing / Movement page OR click the sample barcode to access the Exhibit Testing
table as shown below. In both cases, then click the ©icon
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Exhibit Record

Totel FTA Cand Mo Testing Reavired

g Brcpanty beirt

Brcparty B
Exhibit Movement D
Oate / T Vovement [Statior
" O Anal
nee
Examination List
fa cation  Kaam

Techeioue

STRAMS [wi]

sTRAMS

Select the process of ‘Result’ from the drop-down list

EXHIBIT TESTING

Exhibit Record

Exhibit Barcode |Categary Description

Swab 3 PP21

Exhibit Images

Testing / Analysis

Process*

biD bType Equipmant No
v 132017 4 v
In-tube check
Item Exam
Link
to file chosen
Tube Lot No volume (34 Prienty
Retain Supernatant Method Source Batch / Rack ID Position
STRMix = T
- . v v
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Select the result lines from the drop-down menu and enter the designation in the ‘Linked No.’
field

EXHIBIT TESTING Iy

Exhibit Record

Exhibit Barcode [Category Dezcription Parts
wab 3 PP21 1
Exhibit Images
THE IMAGES ARE NOT TO BE VIEWED 8Y ADMIN OFFICERS
Testing / Analysis
Process* Date SublD SubType Equipment No
Result v 23032017 1354 v
Pelice Report Linked No.
v jukM1 €—
1BPPSR - Presumptive blood test pos. Submitted-results pending D

1S9L10 - SS DNA profile 9 loci and above LR > 100 billion

—_
1SS20L - Single source 20 loci DNA profile LR > 100 billion

1SS9L1 - Single source DNA profile < 9 loci LR 100 - 1000

15S9L2 - Single source DNA profile < 9 loci LR 1000 - 10 000

1SS9L3 - Single source DNA profile < 9 loci LR 10 000 - 100 000

1559L4 - Single source DNA profile < 9 loci LR 100 000 - 1 million

1SS9LS - SS DNA profile < 9 loci LR 1 million - 1 billion

1SS9L6 - SS DNA profile < 9 loci LR 1 billion - 100 billion

1SS9L7 - SS DNA profile less than 9 lodi LR > 100 billion

1SSOL8 - SS DNA profile 9 loci and above LR 1 million - 1 billion Priority
1SS9L9 - SS DNA profile 9 loci and above LR 1 billion- 100 billion @, 2 @3
1SSAKN - Single Source DNA profile - assumed known contributor

1SSIND - NCIDD Intel upload - single source partial profile

1SSINI - NCIDD Intel upload - interim single source profile

1SSLND - Single source DNA profile < NCIDD matching stringency lock 1D Position

1SSLOW - Single Source- low support for contribution ¥
T — A J

DI L

Click ®

Once all exhibit report lines have been entered, order a process of ‘Profile Review’. Click

EXHIBIT TESTING [

Exhibit Record

[ eahibit Barcode [category

[pescription

| 690126645 Swab

|3 pp21

Ihml

[

Exhibit Images

- FROM VIEW AS THEY MA SRAPHIC IN N
E£5 ARE NOT TO BE VIEWE

Testing / Analysis
rocens [oate [ SublD |
v J3032017 1405 |

SebType [ Equipmerthe |

§

Note il
Blood Clothing
Calculation
Description
Destruction
In-tube check
Item Exam
Link
Microscopic
NCIDD

{ Notation

Pocling [

Presumptive |
—> |

Reallocate

No file chosen

[ml Tube Lot e

| Result o
Retain Supematant ]
STRMix — -

This will remove the sample from the PDA list and add it to the Profile Review list

The Exhibit Testing table should look something like this
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Exhibit Testing

4]
Date / Time [ sting I

Check an NCIDD process has been added to send the profile to the NCIDD worklist (this
process should be ordered automatically when the ‘NCIDD’ box on the PDA page is ticked
and the record is saved). If not, click on the # icon in the top right corner of the PDA page

Exhibit Detail ]

£ hibit Dots

Profile Analysis

& DMNA Extraction & Post Ext. | WL DNA Quantificatic: /st STR Amplificatio SVi|Tvi|Sv2|TV2| Capillary Electrophoresis | Include
CSTRAM 1-01 #08 |15.0| 0.0| 0.0| 0.0| CCE20170201-03 Hee W
PSTEXT20170202-03 M | 35

This will take you to the exhibit testing table. Click the ®icon
Exhibit Testing > 1B

Exhibit Movement

Da

I =

¥ =
‘.'..:I.
\

te

Select the process of ‘NCIDD’ from the drop-down list
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Testing / Analysis

Process* Date SublD SubType ] Equipment No
v (}5]0412017 10:01 v

Analytical Note M
Blood Clothing
Calculation
Description
Destruction
In-tube check
Item Exam
Link
Microscopic No file chosen

Notation
pooling Position Tube Lot No Volume (pL) Priority
Presumptive
Profile Review
Reallocate
Result L
Retalr) Supernatant Method
STRMix v

L ] L 4 v

1 29;

Source Batch / Rack ID Position

Select the NCIDD Method of ‘Upload’ from the drop-down box (1)
Enter the suffix of -ss’ into the NCIDD Sample ID (2)

Click save (3)

EXHIBIT TESTING

Exhibit Record

Exhibit Barcode |Category Description Parts
Swab 3 PP21 1

Exhibit Images
" THE IMAGES ARE NOT TO BE VIEWE B MIN OFFICERS
Testing / Analysis
Process* Date SublD SubType Equipment No
NCIDD v |05/04/2017 10:01 v
NCIDD Method Category NCIDD Case 1D NCIDD Sample 10
Modify v|Cs v

| Delete [

M I
= %

New Reference Comparison

If a previously designed unknown from a crime scene sample now matches a new reference
sample for the case, then the Case Profiles table on the PDA page needs updating. Click 2
and type “1.00e12” into the ‘LR’ box associated to the matching reference sample
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Case Profiles [

Barcode | Name Category 'srnm.' M1 H2 AC Lzél: Reported LR [ Employes | Reviewer %:r
’ \
!
I
\
Click &
The PDA page will now look like this
Exhibit Detail = B
Profile Analysis - wers @ ®

Barcode | DA Ertraction & Bout Eat NA Quartsicaton o/ . svi| tva [sva) »
CETRAMP20170201-01 MO8 |15.01 0.0] 0.0 &
T8 e

Profile Interpretation

Profile Record

Case Profiles

@

Associate the matching reference sample to the unknown by adding the reference sample
barcode to the ‘Association’ column of the unknown. Click the ' icon above the Profile

Interpretation table to update the associated result line

Testing / Analysis

Proces=™ Date SubID SubType

Ecuipment No

Result v 2810872013 14:10

Palice Report

15520L - Single source 20 loci DNA profile LR = 100 billion

Linked No.
v

Click ©

Once the result line has been updated, order a process of ‘Profile Review’. Click &
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23.5 Appendix 5 — PowerPlex 21 Priority 3 Workflow
Profiles assessed as complex:

e Check ‘CX box on PDA page
e Enter result ‘'CMPU’ (complex unsuitable)
e Order ‘Profile review’

Single source profiles:

If sub-threshold peaks are present but they do not affect the interpretation, report as per
below with the extra result line ‘PSTI’ (possible sub-threshold information). If at any point the
number of contributors is ambiguous, an assessment of suitability needs to be made (is the
profile complex). Also, consider the possibility that the profile is a two contributor mixture.

Single source profile, <6 alleles

Check ‘1’ box on PDA page

No STRmix required

Enter result “1SSUND’ (Single source DNA profile- unsuitable for NCIDD searching)
Order ‘Profile review’

Single source profile, 2 6 & <12 PP21 alleles

Check ‘1’ box on PDA page

e No STRmix required

e Enter result “1SSLND’ (Single source DNA profile < NCIDD matching stringency)
e Order ‘Profile review’

Single source profile, =2 12 PP21 alleles
e Check ‘1’ box on PDA page
Deconvolution in STRmix either by PDA analyst or HP2
STRmix file imported
Unknown person assigned
Uploaded to NCIDD if appropriate
Enter result
Order ‘Profile review’

For detailed steps, refer to Appendix 4 — Profile Data Analysis of a Single Source PP21 Profile
for NCIDD.

2 to 4 contributor mixtures:

Even 2 to 3 contributor mixtures, no reference sample
e Check 2" or ‘3’ box on PDA page
e Deconvolution in STRmix not required
e Enter result 2MX’ or ‘3MX’" and NSIP (no statistical interpretation performed)
e Order ‘Profile review’

Major / minor mixed profile, expected to resolve, no reference sample

2 contributor mixture
e Check 2’ box on PDA page
e Deconvolution in STRmix as 2p either by PDA analyst or HP2
e STRmix file imported
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Unknown persons assigned

Major uploaded to NCIDD if appropriate

Enter result of 2MX’

Check NCIDD upload line entered if appropriate (intel or mix)
Order ‘Profile review’

3 contributor mixture with 2 contributors in the minor / 4 contributor mixture with 3 contributors
in the minor (rework recommended)

Check ‘3’ or ‘4’ box on PDA page

Deconvolution in STRmix as 3 or 4p either by PDA analyst or HP2
STRmix file imported

Unknown person assigned

Major uploaded to NCIDD if appropriate

Enter result ‘3MX’ or ‘4MX’

Check NCIDD upload line entered if appropriate (intel or mix)
Order ‘Profile review’

Major / minor mixed profile, expected to resolve, reference samples

2 contributor mixture, reference sample matches major (check for the possiblity of
conditioning through ownership — QIS 34006; Section 4.4.15)

Check 2" box on PDA page

Deconvolution and LR in STRmix as 2p either by PDA analyst or HP2
STRmix file imported

Unknown person assigned if any

Maijor uploaded to NCIDD if appropriate

Enter result 2MX’

Enter reference comparison result

Check NCIDD upload line entered if appropriate (intel or mix)

Order ‘Profile review’

3 contributor mixture with 2 contributors in the minor, reference sample matches major (check
ownership — QIS 34006; Section 4.4.15) / 4 contributor mixture with 3 contributors in the
minor, reference sample matches major (rework recommended, check ownership — QIS
34006; Section 4.4.15)

Check ‘3’ or ‘4’ box on PDA page

Deconvolution and LR in STRmix as 3 or 4p either by PDA analyst or HP2
STRmix file imported

Unknown person assigned if any

Major uploaded to NCIDD if appropriate

Enter result ‘3MX’ or ‘4MX’

Enter reference comparison result

Check NCIDD upload line entered if appropriate (intel or mix)

Order ‘Profile review’

Reference samples received after initial PDA finalised (CW+Ref list):

See as per above where there is an associated reference sample. Reworks must be
considered at this stage if there is any doubt as to the number of contributors.

Page: 70 of 106

Document Number: 33773V3
Valid From: 10/03/2022 8uee"5|a"‘:
Approver/s: Cathie ALLEN overnmen



FSS.0001.0002.0342

Procedure for Profile Data Analysis using the Forensic Register

23.6 Appendix 6 — STRmix Workflow
For STRmix troubleshooting, refer to QIS 17117.

The Profile Analyst will use the ‘Contributors’ section in the ‘Profile Interpretation’ table to
inform the HP2 of the number of contributors for the STRmix analysis.

The Profile Analyst will use the ‘Include’ check boxes on the PDA page to inform the HP2 of
the parameters for the STRmix analysis.

The ‘Include’ boxes in the ‘Profile Analysis’ table show which runs are to be used in the
deconvolution; the ‘Include’ boxes in the ‘Case Profiles’ table show which reference samples
are to be used in the LR. The ‘AC’ box in the ‘Case Profiles’ table is used to show that the
associated reference sample is to be conditioned.

Any further instructions will be entered into the ‘Notes’ box such as:

STRmix version

Extra processing (e.g. re-deconvolution or increased iterations)
CE instrument

Dropped loci (e.g. VWA)

In instances where a profile has more than 12 alleles at a locus, the STRmix file may need
to be modified prior to analysis.

The example below shows that the STRmix analysis needs to be performed as follows:

1. Two contributors
2. Condition on “H P+ ref”
3. Include two CE runs
4. Any further instructions
5. Calculate LRs for the remaining four reference samples
profile Analysis -AUIIT.E aw
Barcode .ONA Extraction & Post Ext. (T8 [ DNA Quantification ng/pL STR Amplification sv1 ‘I’\'liSVZ.T\JZ Capillary Electrophoresis |Include
CSTRAMP20170131-01 EOL (15.0/ 0 Oi 0.0|0.0 CCE20170201-01E01 W 4 (;]
CPSTEXT20170202-01 ML) 35.0 | | | » (3>
CSTRAMP20170202-03 E01 4, i CCE20170202-01 EO1 M4 | @ &)

Profile Interpretallon/o /o
y/ | Profile ‘ STRmix™ /ote;
1 2 3 - 5 l X NP PU T L Enter CCE20170202-01 EO1L first

B

Profile Record

amel D3 D1 D6 D13 PentE D16 D18 D2 CSF  PentD THO1 VWA D21 D7 D5 TPOX =] D12 D19 FGA

Case Profiles p
Barcode Name Category STRmix™ |[H1|H2|AC| W Reportad LR | Employee
1 | f
+ ref

P+ ref 4 “

PP21 ref

@

Reviewer ‘ Include

PP21 ref

PP21 ref

If a deconvolution already exists and to request that LRs only are performed, add a note ‘LRs
only’ and check the include boxes for the reference samples that require LRs.
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The sample now needs to be added to the ‘STRMix’ worklist by requesting a STRmix
deconvolution from the Exhibit Testing / Examinations table. This is done by adding the
‘Technique’ of ‘STRMix’. The method of ‘Deconvolution’ adds by default and does not
preclude the addition of LRs to the list. For samples with dilutions, the Profile Analyst should
add the dilution barcode to the SublD field on the STRmix request page. To highlight that the
STRmix process needs to be ordered on the dilution barcode, add ‘STRmix: DILN’ to the
‘Notes’ box on the PDA page.

Worklist

Technique™ Method Source Batch / Rack / NCIDD ID
‘@ v | Deconvolution v

The sample will now be on the STRMix worklist.

Position

STRMix Worklist

ExhibitNo Exhibit Method Date / Time / Priority Requested By

SWAB Deconvolution 2017-03-01 15:16 2 SD
SWAB Deconvolution 2017-03-15 16:18 3 SD

When the HP2 takes a sample to run the STRmix analysis the first action is to order a STRmix
process. If the sample has the PDA note ‘STRmix: DILN’, check the sample has a dilution
and then order the STRmix process using the dilution barcode in the SublD field.

Testing / Analysis

Process™® Date SubID SubType Equipment No
STRMix > v [15/032017 1624 v

Notes

Attachment: | Choose File | No file chosen

This will remove the sample from the STRmix worklist, thereby preventing anybody else from
running the same analysis, and simultaneously add the sample to the STRmix Review
worklist. The HP2 will then run the STRmix analyses. If a sample with a dilution needs to be
removed from the STRmix worklist, order a reallocate with the dilution barcode in the SublD
field. Check the sample has only been removed from the STRmix worklist.

The HP2 will access the STRmix input files directly from the FR. Clicking the ) icon will
download the STRmix input file for the associated casework run or reference sample. This
input file can be saved to the desktop or other convenient location for access from STRmix.

Alternatively, right clicking on the &) icon will allow the file to be saved directly.
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Capillary Electrophoresis llncludel -
—lca Al

p
C

— Open link in new tab

Cpen link in new window
cc
cq

Open link in incognito window

Copy link address

When setting up the STRmix analysis only the QP number (or FR number if there is no QP
number) is to be entered into the ‘Case Number’ field and only the barcode of the casework
sample is to be entered into the ‘Sample ID’ field. This is also the case when running LRs. If
additional information is to be added then this can be added to the ‘Notes’ field.

Once the STRmix analysis is complete, close the PDF generated by STRmix. The STRmix
macro may be run and the PDFs uploaded into the FR as follows:

1. Run the STRmix macro

2. If not already present, the macro will create a folder called ‘FR upload’ and add a
shortcut to your desktop

3. The STRmix files and PDF will be stored to I:\STRmix Results and a copy of the PDF
will be stored in the FR upload folder

4. The FR upload folder should be emptied at regular intervals as this is only a transient
storage location. A copy of the PDF will always be stored in I\STRmix Results

The PDF is named such that the FR will file the PDF in the correct place. This naming
convention is based on the ‘Case Number and ‘Sample ID’ fields in STRmix, therefore if
additional information is added into these fields the FR cannot file the PDFs appropriately.

The STRmix PDFs are uploaded into the FR as follows:

1. From the PDA page of the crime scene sample, click the = icon in the top right corner

Exhibit Detail 1 & E

Exhikit Detail i

2. Drag and drop all of the STRmix PDFs pertaining to that sample into the window or
click on ‘Add Files’ (1) and browse. Once all files are listed in the window, click ‘Start
Upload’ (2) and then click the save icon (3)
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STRMix™ File Import ]

Filename Size Status i

Start Upload

Ll

All of the STRmix PDFs will file in the appropriate places. If you have STRmix PDF files for
multiple samples they can all be dragged into the window at the same time regardless of
which sample the window was opened from and they will all file appropriately.

If an LR has been performed against an unknown profile the STRmix PDF should not be
uploaded to the FR using this process, instead the PDF should be attached to a ‘Notation’
against the sample.

Once the STRmix PDFs have been uploaded, the STRmix process should be closed. Enter
into the STRmix process record from the Exhibit Testing table by clicking on the associated
date and time.

exhibit Testing D

ime

Date
017 08:32
0

S o
= |lo

Click the red [CLICK TO VALIDATE] button.

This will remove the sample from the STRmix Review worklist and simultaneously add it to
the PDA worklist.

Once a STRmix PDF has been uploaded, it cannot be removed by Forensic DNA Analysis.
A second STRmix PDF can be uploaded and it will overwrite the first PDF if the file names
are the same.

If a STRmix PDF needs to be completely removed, a Forensic Register Change Request will
need to be submitted as follows:
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1. Enter into the Exhibit Record for the sample on the Case Management side of the FR

2. Click the '® icon in the top right of the screen
3. Complete the change request with the appropriate information

Any STRmix analysis no longer required should not be deleted but moved into a ‘Do not use’
folder within the relevant case number folder containing all of the STRmix results.
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23.7 Appendix 7 — Allocating a Case to a Reporter / Profile Analyst

A whole case may be allocated to a scientist for the purposes of reporting but also during the
early stages of a cases progression through the system to assist with consistency and
efficiency (e.g. P1, operation, anticipated to be large or unique aspects).

Allocating a case to a scientist for PDA entry adds the name of the nominated scientist to the
PDA page for every crime scene sample in the case, including new samples that are received

at a later date. The name of the allocated scientist will appear against samples on the PDA
and profile review lists.

Exhibit Detail

Category Swab PP21 CW 7 PP21 CW
Batch No

E:[Case Scientist: AUNT.E \ Review Scientist:

Profile Data Analysis Worklist

ExhibtNo OcchNo PDA Analyst Reportar Date / Time / Priority GMIDx STRMix PD,

To allocate a case to a scientist enter into the Forensic Case File Record for the case

Case Files Statistics Equipment Personnel Forms Main Menu
Forensic No ||| | | I <rrve No_ o B2
Forensic Case File

r)ob Type |Date Subject / Complainant

Training 25/01/2017 |FR CM training

General Offence Class Location

[Miscellaneous DNA

OCCURRENCE DETAIL

iii "i Offence Date/s \ Crime Class |District |Status

’FR CM TRAINING
DNA

Click the Case Management tab and click the add button

Forensic Case File Record Examination Summary Exhibit Register
rorensic No: [ I orrime No_ Q.

Case Management
1-18/ 18 Entries

Click Request / Task
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New Record Mode

Report Type

Case File Technical Review
Case File Admin Review
Case Prioritisation (DNA)
Photo Print Request

MIR Activity Report

Select the following:

CM

aoRrwN=

Forensic DNA
Reporter

Enter the scientist (QPS user ID) that the case is being allocated to
Click save

Case Report

No Examination (NFA)
Statement/Technical Report
Statement (Peer Review)
Court Attendance

Case Conference Report

Select Report Type Above

Case File Notation
FO! / Legal Action
Suspect Nomination
SMS Contact
Request / Task

New Record Mode

Echort Type

Case File Technical Review
Case File Admin Review
Case Prioritisation (DNA)
Photo Print Request

MIR Activity Report

Date Forensic Officer

No Examination (NFA
Statement/Technical Report
Statement (Peer Review)
Court Attendance

Case Conference Report

Forensic Unit Date Required

PSD ' ]

0

Examination No

Case File Notation
FOI / Legal Action
Suspect Nomination
SMS Contact

Request / Task

Case Officer

-

‘Request Type

Exam Statement Review

pd

Court ® CM Priority L

Request Complete

Job / Request Type

l FPP Allocation

Status

Clan Lab Simple

Illicit Drug Complex

Trace Evidence Paternity
Coronial

QQ:ODHA

Allocating a Case to a Reviewer

Admin/Tech | ‘® Unallocated

Cold Case Request
L4 eporter Ready
Rewgwer

Examination Complete
Statement Complete
Tech Review Complete

Admin Review Complete

A whole case may be allocated to a scientist for review to assist with reporting, consistency
and efficiency. Allocating a case to a scientist for review adds the name of the nominated
scientist to the Review Scientist field of the PDA page for every crime scene sample in the
case. The name of the allocated review scientist will appear against samples on the profile

review lists.
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Exhibit Detail

Barcode No:

Alcohol Wipe

Catzgory
Batch No

Pooled Sample Pooled from

Case Scientist: 440121 CAUNT.E

:::E_av ew Scienti.lFWIl,L __::f-

Profile Review Worklist - UK

ExhibitNo OccNo PDA Analyst Reviewer

76092215

QP16999%

Date

ime

Priority  Type

PDA

[ALL) [SS] [SSNCIDD] [MIX] [MIXNCIDD] [COMPLEX]

Notes Displaying 1-6/ 6

A case is allocated to a reviewer in the same way as allocating the case scientist; however
‘Review’ and ‘Reviewer’ are selected in place of ‘CM’ and ‘Reporter’ (see 1 and 2 below).

Case Report

- o

New Record Mode

Report Type

Case File Technical Review
Case File Admin Review
Case Prioritisation (DNA)
Photo Print Request

MIR Activity Report

No Examination (NFA)
Statement/Technical Report
Statement (Peer Review)
Court Attendance

Case Conference Report

Case File Notation
FOI / Legal Action
Suspect Nomination
SMS Contact

® Request / Task

Date Forensic Officer Forensic Unit Date Required Examination No Case Officer
03/03/2017 - PSD &
Request Type /0
Yy

Exam Statement Review Court CM Priority L H Request Complete

Job / Request Type FPP Allocation Status
Clan Lab Simple Admin/Tech ® Unallocated Examination Complete
1llicit Drug Complex Cold Case Request Statement Complete
Trace Evidence Paternity Reporter Ready Tech Review Complete

® Forensic DNA Coronial ¥ Reviewer Admin Review Complete
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23.8 Appendix 8 — Creating and Tracking a Case File

Enter into Forensic Case File Record. Click ‘Exhibit Register’ tab

Case Files Statistics Equipment Personnel Forms Main Menu

Forensic Case File Record Examination Summary Case Management Exhibit Register

Forensic No:’_ QPRIME No_ © B Y

Forensic Case File

Job Type Date Subject / Complainant
Training 25/01/2017 |FR CM training
General Offence Class |Location
Miscellaneous DNA

OCCURRENCE DETAIL

OCC No Offence Date/s | Crime Class |District |Status

FR CM TRAINING
DNA

Click the add button

rorensic to: [ T ceravee ne: [ N g@f

Exhibit List
1-18/ 18 Entries

Category Date Property Tag Film No Employee Location
Alcohol Wipe 02/03/2017 D3189718 - PSD

POOLED SAMPLE POOLED FROM _ Forensic and Scientific Services

Enter the following information:

1. Barcode of case file (new nine or ten digit number or from existing case file previously

tracked in AUSLAB)

Select ‘CaseFile’ from the drop-down list

Enter ‘Case file’ into the description

Enter ‘Forensic DNA Analysis’ into the ‘Located / Owner’ box
Check ‘Admission / Intel’

Check ‘Sample has been collected in strict compliance...... ’

NookwnN

Health Scientific’ from the drop-down Station menu
Click save

o

Enter your QPS user ID, check that your surname is correct and select ‘Queensland

Page: 79 of 106
Document Number: 33773V3

Valid From: 10/03/2022 8066!15[3!1(:
Approver/s: Cathie ALLEN overnmen



FSS.0001.0002.0351

Procedure for Profile Data AnaI‘sis usini the Forensic Reiister

Forensic Case File Record Examination Summary Case Management

Forensic no: ([ R e~ v

2]
Category M

CaseFile v

Exhibit Register

i

Casefile 1

Exhibit Record

Exhibit Barcode Descripton

Located / Owner

<—O0

Forensic DNA Analysis

Exhibit Notes & FSS Advice

Film Number Parent Barcode Property Tag Forensic Officer

440121

Relationship / Prioritisation

[Examination Section

On Suspect
' On Victm

Entry / Exit
~! Weapon / Implement

¥ Admission / Intel
(Principal Exhibit)

L2 Anslytical Services
L~ Ballistics Section

' Fingerprint Bureau
— Photographic Section

| Document Examination ,ri* FSS DNA Analysis
L Major Crime Unit ~! FSS Chemical Analysis

- Elimination

Forensic Biology Analytical Advice

Sample or sampling area is a fabric known to contain DNA inhibitors (Leather, Denim, Reflective Jacket)
- sample or sampling area has been subjected to a fingerprint examination (Powder or Chemical)
-/ Sample or sampling area has been washed or diluted
~! Sample or sampling area is contaminated by oil, grease, vegetation or soil
~ Sample or sampling area may be seminal fluid, analysis for Semen (Microscopy & DNA) is requested
- Sample requires additional analysis (a-Amylase/Saliva, lubricant, fibre, glass, soil etc.)
! Sample has been collected in strict compliance with CSE101 Biological Evidence [Required]

Presumptive Screening Test

) poliLight +ve
L poliLight -ve

) P30 +ve
~ P30 -ve

L AP #+ve 0 sec

— AP -ve

! THMB +ve ) HemaTrace +ve

-~ TMB -ve

! Combur +ve

~J Combur -ve ) HemaTrace -ve

Forensic Triage fSampIe Management

Intel FTA Card No Testing Required Authorise QH to Examine ! Authorised QH to Return

Origin Property Point Origin Property Tag Lot / Batch No

Delivery Officer Rego |Surname Station

440121 CAUNT Queensland Health Scientific v

o

To track the case file, click the add button above the ‘Exhibit Movement’ table
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Forensic Case File Record Examiastion Summmary Case Manapament
-
Forensic No:_ QPRIME No:_ O BAHDB D

Exhibit Record mS
[ Exhibit Barcode |Category Description l Parts
CaseFile Casefile 1

Located / Owner

Forensic DNA Analysis

Exhibit Notes & FSS Advice

Film Number Parent Barcode Property Tag Current Location Investigator Forensic Officer
PSD ) )

Relationship / Prioritisation EE:ammabon Section
Suspect Entry / Exit Analytical Services Fingerpnnt Bureau
Victim Weapon / Implement Ballistics Section Photographic Section
Elimination Admission / Intel Document Examination ¢ FSS DNA Analysis

(Principal Exhibit) Major Crime Unit FSS Chemical Analysis

Forensic Biology Analytical Advice

Sample or sampling area is a fabric known to contain DNA inhibitors (Leather, Denim, Reflective Jacket)
Sample or sampling area has been subjected to a fingerprint examination (Powder or Chemical)

Sample or sampling area has been washed or diluted

Sample or sampling area is contaminated by oil, grease, vegetation or soil

Sample or sampling area may be seminal fluid, analysis for Semen (Microscopy & DNA) is requested
Sample requires additional analysis (a-Amylase/Saliva, lubricant, fibre, glass, soil etc.)

Presumptive Screening Test

Combur +ve TMB +ve HemaTrace +ve AP +ve P30 +ve PoliLight +ve
Combur -ve TMB -ve | HemaTrace -ve | AP -ve | P30 -ve | PoliLight -ve
Forensic Triage [sample Management
Intel FTA Card l No Testing Required Authorise QH to Examine Authorise QM to Return
T T
Origin Property Point l Origin Property Tag } Lot / Batch No
+

Exhibit Movement _— B

Date / Time | Movement |Station ] Continuity Officer | Forensic Officer |
L {

03/03/2017 14:33 IN FSS Forensic DNA Analysis
03/03/2017 14:33 REC Queensland Health Scientific

Enter the number of the storage box where the case file is to be stored in the ‘Storage Box
ID’ field or start typing the name of the storage location and the relevant option will appear
for selection (Section 19 and Appendix 12 — Forensic Register Storage Architecture)
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b os _ 3rd

Exhibit Movement

Exhibit Barcode Numbers

Date Continuity Officer |Location Shelf / Bench

03/03/2017 14:48 - .

Storage Box & Position

Date / Time Continuity Officer |Storage Box ID Position (eg. A01)
03/03/2017 14:48

Click save

The location of the file will be displayed in the Exhibit Movement table

Forensic Triage Sample Management
Intel FTA Card ] No Testing Required Authorice QH to Examine Authorise QH to Return
Origin Property Point Origin Property Tag Lot / Batch No
Exhibit Movement B
Date / Time J Movement ls:ation Continuity Officer | Forensic Ofﬁcej

/2017 14:48 IN FSS Forensic DNA Analysis
2017 14:33 IN FSS Forensic DNA Analysis N
3/2017 14:33 REC Queensland Health Scientific

Examination List

Forensic Officer Location Examinaton Exam Date Result

Clicking on the storage location will open the storage box record

Storage Register Contents

Storage Box Record ')

Storage Box No Description Max Row Max Columns

Emma's intray Q 0

|

Box Movement B

Date / Time | Movement ‘ Location | Continuity Officer | Forensic Officer
10/11/2016 12:51 IN FSS Forensic DNA Analysis
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Clicking on the ‘Contents’ tab will display the contents of the storage box

Storage gox: NN B

Storage Box Contents i |

Position Exhibit |Movement Employee

Storage boxes can also be found by clicking on the ‘Equipment’ tab and searching on the
storage box number or the storage box description

Case Files Statistics Equipment Parsonnel Forms Main Menu

™

Equipment Record ©
ENTER SEARCH CRITERIA AND PRESS [ENTER KEY]

Asset Barcode No WDescrlnhon |Make Model ]Senll No
)
E nt No Lmhon / Establish t |Region Forensic Officer ]Locahon
v v |
Purchase Date Range Supplier Cost
Disposal Date Range Disposal Reason Authorised by I
|
Location Operators Manual / Other Comment

Storage Boxes

Storage Box No ‘DCSCI‘IDOOH

N

Loan Register

.
Equipment No [ Date [De!alls

® Aall Equipment Assets Only Disposed -)3:53 PM 03/03/2017 164.112.251.224

Press ‘Enter
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SepE s _

Storage Box Record

Storage Box No Description Max Row Max Columns
Emma’s intray 0 0

Box Movement

[l

®

Continuity Officer | Forensic Officer

Date / Time

Movement

Location

10/11/2016 12:51 IN FSS Forensic DNA Analysis

Clicking on the ‘Contents’ tab will display the contents of the storage box

Storage Box Contents

Position Exhibit

!r-louement Employee
- - -

To add an item to a storage box (e.g. case file to intray), click the add button

Storage Box Contents ]j

Movement Employee ‘

W (03/03/2017 14:48 - ‘

Position lExh bit

Enter the barcode of the item requiring storage in the ‘Barcode No’ field and click save

Storaqe Reqgister Contents

Add to Storage Box

‘Datc / Time Continuity Officer |Storage Box ID

Position (eg. A01) Barcode No
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Storage Register Contents

Storage Box:_ [

Add to Storage Box

Datz / Time Continuity Officer |Storage Box ID Position (eg. A01) Barcode No
03/03/2017 14:£0 |

Clicking on the ‘Contents’ tab again will show the contents of the storage box

e B0)_ [5

Storage Box Contents ﬁ

Position Exhibit Movement Employee

B (03/03/2017 14:50

W |03/03/2017 14:48

Multiple items can be transferred at once by clicking on the ‘Forms’ tab followed by the ‘Batch
Exhibit’ button

Case Files Statistics Equipment Personnel Forms Main Menu

T

BATCH PROCESS ©
SELECT BATCH PROCESS

Case File Forms

Batch Exhibit Batch Exhibit Movement FPB Cards Receive Fingerprint Film at FPB
Check FP Film Check Fingerprint Film Details FPB Order Form  Produce Fingerprint Order Form
Film Envelope Print Film Envelope FPB Batch Latents Batch Latent Movement
Batch Film Scan  Film Register NAFIS Search NAFIS Search
NCIDD P2P Person to Person (QHSS Only) QPrime Exhibits = QPRIME Forensic Exhibit Batch
Exhibit Labels Batch Print Exhibit Labels ASU Batch ASU Batch Exhibit Processing
ABINBatch ABIN Batch Test Fire / Exhibit Batch Exhibit FSS - Quantitation File

Enter the items to be stored and the storage box ID and click save
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BATCH )
Exhibit Movement 3
! Numbers

Movement Details

Delivery Officer No [ Name Station / Organisation Tracking 1D

Date / Time Continuity Officer jLoceuon Location
lox03/2017 15:58 v

Storage Box & Position

Date / Time [Continuity Officer | 10 Position (eg. A01)
03032017 15:58 4“\ - [
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23.9 Appendix 9 — Registering a Subsample as an Exhibit

Registering a subsample as an exhibit may be required for samples such as epithelial
fractions from high vaginal swabs, re-extracts of spin baskets (Section 11.2.5) and dilutions.

Consider a high vaginal swab that is submitted for DNA analysis. At the extraction stage a
number of subsamples will be created to enable different parts of the high vaginal swab to
be stored. These will include a spin basket, slide and EFRAC.

In the first instance the EFRAC from the HVS will not usually be processed, however the
profile analyst may require the EFRAC to be profiled. In this instance it will be necessary to
register the subsample as an exhibit to enable further processing.

The exhibit testing table for the HVS will show the subsamples that have been created and
their barcodes.

Exhibit Detail

Barcode No:

Category Swab High vaginal swab [ SAIK Test victim)
Batch No

r
Case Sclentlst:-IPPM.A Review Scientist: - CAUNT.E

Exhibit Testing

Date / Time J Technique ‘ Testing Li
28/04/2017 14:55 Item Exam B Approximately 1/2 of the swab head was stained with ... The swab ...
S V) : eads: < eli ells: 2 er:
28/04/2017 15:01 Microscopic - _- LIDE Whole Sperm: 0 Sperm Head 1+ Epithelial Cell + Other

bai:

28/04/2017 15:01 Result B SPPDNA - Micro positive for sperm. Submitted-results pending 695361217 SLIDE
28/04/2017 15:06 Analytical Note B Ext &hold on EFRAC
28/04/2017 15:10 DNAEXT [WL] Differential Lysis DNA IQ

03/05/2017 06:53 DNAEX 170503-01 Differential Lysis DNA 1Q
03/05/2017 10:21 Subsample
03/05/2017 10:21 Subsample

03/05/2017 10:21 Subsample

To register the EFRAC as an exhibit, click on the barcode of the HVS

Exhibit Detail

Category Swab High vaginal swab- SAIK Test victim)

Batch No

Case Scecnhst-P]PPIA,A Review Scient :-CAUHT.E

Click the ‘Exhibit Register’ tab
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Case Files Statistics Equipment Personnel Forms Main Menu
Forensic Case File Record Examination Summary Case Management Exhibit Register
Exhibit Record M=

Exhibit Barcode |Category Description Parts
Swab High vaginal swab 1
Located / Owner
SAIK Test victim)

Click the '& button

Case Files Statistics Equipmen: Personnel Forms M ain Menu

Forensic Case File Record Examination Summary Case Management
worersc e [ I == end

Exhibit List 5
If
1 - 20/ 27 Entries

rcoda Category Cate Property Tag FilmNo Employee Location

[ s i
EPITHELIAL FRACTION QHFSS BATCHID CDNAEXxT20170503-03 PARENT BARCODE [ R rce
-Epilhelial Fraction 03/05/2017 - PSD

EPITHELIAL FRACTION QHFSS BATCHID CDNAEXT20170503-03 PARENT BARCODE|

Enter the following information:

1.
2.

©eNOOA

Barcode of EFRAC subsample

Select ‘Epithelial Fraction’ from the drop-down list (or other appropriate category)
Enter a description (for re-extraction of spin baskets also add the parent barcode and
description ‘Spin basket — Parent barcode; Description’)

Enter information into the ‘Located / Owner’ box

Enter the barcode of the HVS into the ‘Parent Barcode’ box

Check ‘Admission / Intel

Check ‘FSS DNA Analysis’ has been ticked

Check ‘Sample has been collected in strict compliance...... ’

Enter your QPS user ID

10. Select ‘Queensland Health Scientific’ from the drop-down list
11. Click save
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I o

Exhibit Record

Exhibit Barcode |Category Description Parts

Epithelial Fraction v |EFRAC of HVS__ 1
: L BN

Located / Owner b B

Test Victim
=

N

[Exhibit Notes & F?\avice

Film Number Parent Barcode Property Tag Forensic Officer

Relation Prioritisation Examination Section
On Suspect Entry / Exit Analytical Services Fingerprint Bureau
On Victim Weapon / Implement Ballistics Section Photographic Section
Elimination < Admission / Intel Document Examination ¥ Fss DNA Analysis
Low / (Principal Exhibit) Major Crime Unit / FSS Chemical Analysis

Forensic Bﬁ,\nalyﬁcal Advice

Sample or sampling area is a fabric known to contain DNA inhibitors (Leather, Denim, Reflective Jacket)

Sample or sampling area has been subjected to a fingerprint examination (Powder or Chemical)

Sample or sampling area has been washed or diluted

Sample or sampling area is contaminated by oil, grease, vegetation or soil

Sample or sampling area may be seminal fluid, analysis for Semen (Microscopy & DNA) is requested
Sample requires additional analysis (e-Amylase/Saliva, lubricant, fibre, glass, soil etc.)

¥/ Sample has been collected in strict compliance with CSE101 Biological Evidence [Required]

Presumptive Screening Test

Combur +ve TMB +ve HemaTrace +ve AP +ve 0 sec P30 +ve PoliLight +ve

Combur -ve TMB -ve HemaTrace -ve AP -ve P30 -ve PoliLight -ve
Forensic Triage Sample Management

Intel FTA Card No Testing Required Authorise QH to Examine Authorised QH to Return
Origin Property Point Origin Property Tag Lot / Batch No

4
r Rego |Surname Station
CAUNT Queensland Health Scientific . v

o o
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23.10 Appendix 10 — Processing of DNA Number Exhibits

Register a new barcode for the sample to be transferred as follows (e.g. DNA# / Transfer
samples):

From the ‘Forensic Case File Record’ for the case, click the ‘Exhibit Register’ tab

— 7 ewno

Forensic Case File

Job Type Date Subject / Complainant

Training 02/05/2017 |External Commercial (paternity) UAT

General Offence Class Location

Miscellaneous Forensic DNA Analysis

INVESTIGATING OFFICER R

Emplovee No. [Surname Rank Station / Establishment / Client
SCOTT HPS Queensland Health Scientific
Operation Priority i"nl Mobile Fax

Related Case Files Related 0

Click the '& icon to add a new exhibit to the case

Forensic Case File Record Examination Summary Case Management Exhibit Register
korepsc NO:_ 0 @‘j :

Exhibit List

1- 2/ 2 Entries

Barcode Category Date Property Tag Film No Employse Locaton

Reference 02/05/2017 440134 PSD_

FATHER REFERENCE SAMPLE FATHER REFERENCE SAMPLE - NCE

Reference 02/05/2017 440134 PSD
MOTHER REFERENCE SAMPLE MOTHER REFERENCE SAMPLE - NCE

Complete the appropriate fields as below:

Enter new barcode for the exhibit

Select appropriate category from the drop-down list

Enter description

Enter owner / location (including DNA#)

Check the ‘Admission / Intel’ box

Check ‘FSS DNA Analysis’ has been ticked

Check the ‘Sample has been collected in strict compliance with CSE101..." box
Enter your QPS user ID and press the tab key to fill your name

Click save

CoOoNoOOhWON=
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Forensic Case File Record Examination Summary Case Management Exhibit Register

m- -
x-

Exhibit Record
Exhibit Barcode [Category Description . Parts

=
Reference v |Reference sample from child 1

Located / Owner

Reference sample from child H

Exhibit Notes & FSS Advice

Film Number | parent Barcode Property Tag Forensic Officer
Relationship / Prioritisation Examination Section

On Suspect Entry / Exit Analytical Services Fingerprint Bureau

On Victim Weapon / Implement Ballistics Section Photographic Section

El t y ¢ ad / Intel Document Examination '7 FSS DNA Analysis

Low (Principal Exhibit) Major Crime Unit @ FSS Chemical Analysis

Forensic Biology Analytical Advice

Sample or sampling area is a fabric known to contain DNA inhibitors (Leather, Denim, Reflective Jacket)
Sample or sampling area has been subjected to a fingerprint examination (Powder or Chemical)

Sample or sampling area has been washed or diluted

Sample or sampling area is contaminated by oil, grease, vegeatation or soil

Sample or sampling area may be seminal fluid, analysis for Semen (Microscopy & DNA) is requested
Sample requires additional analysis (a-Amylase/Saliva, lubricant, fibre, glass, soil etc.)

< Sample has been collected in strict compliance with CSE101 Biological Evidence [Required]

7
[Presumptive Screening Test

Combur +ve TMB <ve HemaTrace +ve AP 4ve 0 sec P30 +ve L poliught +ve
Combur -ve TMB -ve HemaTrace -ve AP -ve P30 -ve = PoliLight -ve
Forensic Triage Sample Management
Intel FTA Card I No Testing Required Authorise QM to Examine ] Authorised QM to Return
(Origin Property Point Ongin Property Tag ‘ Lot / Batch No
v
Delivery Officer Rego |Surname Station

9/ CAUNT | Queensland Health Scientific v

Once the record has been saved, a ‘Transfer’ process needs to be ordered. Click the '& icon
above the ‘Exhibit Testing’ table:

Exhibit Movement B
|patz / Time I Movement |station Continuity Officer | Forensic Officer
02/05/2017 11:20 IN FSS Forensic DNA Anazlysis

02/05/2017 11:20 REC Queensland Health Scientfic

Examination List

%Forensic Officer Locaton Examination Exam Date | Result

Exhibit Testing [QA/

Date / Time l Technique I Testng Employee | Reviewer

Complete the Exhibit Testing page as follows:

Page: 91 of 106

Document Number: 33773V3

Valid From: 10/03/2022 g“eensun‘:
Approver/s: Cathie ALLEN overnmen



FSS.0001.0002.0363

Procedure for Profile Data AnaI‘sis usini the Forensic Reﬂister

1. Select the process of ‘Transfer’ from the drop-down list
2. Inthe notes section, enter the DNA number and the details of the processing required
3. Click save

EXHIBIT TESTING (&

Exhibit Record Q/l

o Category Description Parts
Reference Reference sample from child 1
Exhibit Images
IMAGES WITHHELD FROM VIEW AS THEY HIC IN NATURE
IMAGES ARE NOT TO BE VIEW DFFICERS
1age
Testing / Analysis
Process® Date SubID SubType Equipment No
Transfer v |02/05/2017 11:24 v
J r
Notes
DNA #12345
Please amp in PP21 with the following amp volumes:
J SV1=15 TV1=0 SV2=0 SV2=0
4
Attachment: | Choose Fie | No file chosen
Storage Box ID Position Tube Lot No Volume (pL) Priority
1 2 ®3
Worklist
Technique* Method Source Batch / Rack ID Position
v v
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23.11 Appendix 11 — Process for Pooling Samples

1. On the Case Management side of the FR enter into a sample in the case where the
pooling is to occur
2. Click the ‘Examination Summary’ tab

/

Exan tion Summary 25¢ Management Exhibit Register

ODHADPD

3. Click add

Examination Summary

« Management

/

4
@B

Enter the barcodes of the samples that require pooling in the ‘Exhibit/s Examined’

section. Ensure that these samples are registered as exhibits before pooling

Forensic Examination

Exam Date & Time ‘ Duration Travel Forensic Officer Supervisor Exam Result
24/08/2018 08:46 | 00:00 00:00 440121 NEG ® pOS
Film Number/s Instrument ID | Reference
Examination Location - Scene / Subject Type
orensic and Scientific Services
General Person Vehicle ] Number of Latent Prints Collected

Physical Exam Chemical Exam | Recording Method | Expert Comparison / Determination Processes
Powder F/Print Photo General Latent F/Print Document Film Process
S Sample TMB/Combur Photo Explicit Toolmark / 1D Glass Printing
Superglue Lev Taxi Camera Polymer Enhancement
Microscopic GSR UV/IR Biological D Processing
Electronic AP Video Authentication can
Gel Lift HemaTrace ccTv Handwriting Blood Pattern Audio/Video
Tape Lift P30 30 Imaging Hair Physical Fit Duplication
Ion Scan Luminol Cast Vehicle ID Weapon COMFIT
X-Ray Restoration 18IS Skeletal / Ent Explosive LineUp
Polilight PCR No Case File Chemical Fire VvIC

Examination QPrime Summary

S000 characters left

Examination Notes

8000 characters left.

Linked Exhibit

5. Click save
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k2 o

Forensic Examination

{ Supervisor { Exam Result

Exam Date & Time Duration Travel
24/08/2018 08:46 00:00 00:00 NEG ® pOS
The samples to be pooled will appear on the page as below
Forensic Examination 440121 CAUNT - PSD PSS F5S 3592170 @) §
Exam Date & Time Duration Travel Forensic Officer Supervisor Exam Result
24/08/2018 08:46 00:00 00:00 NEG ® pOs
Film Number/s ; . | InstrumentID | Reference
Examination Location - Scene / Subject Type
Forensic and Scientific Services
General ] Person Vehicle f:l)
Physical Exam Chemical Exam Recording Method Expert Comparison / Determination Processes
Powder F/Print Photo General Latent F/Print Document Film Process
Swab/Sample TM8/Combur Photo Explicit Toolmark / ID Glass Printing
Superglue Lcv Taxi Camera Shoe / Tyre Polymer Enhancement
Microscopic GSR UV/IR Botanical Biological 3D Processing
Electronic AP Video Signature Authentication Scan
Gel Lift HemaTrace CCTV Handwriting Blood Pattern Audio/Video
Tape Lift P30 3D Imaging Hair Physical Fit Duplication
Ion Scan Luminol Cast Vehicle 1D Weapon COMFIT
X-Ray Restoration 1B1S Skeletal / Ent Explosive LineUp
Forensic Light No Case File Chemical Fire VvIC
Examination QPrime Summary u‘] Add QPrime Forensic Supplementary
Examination Notes
Exam Files
¥ wne=d Total Exhibite 2
) .
Trace DNA Kit SIDE B - PARENT BARCODE TEM 2(D): 1 X VIAL CONTAINING FILTER
PAPER
Trace DNA Kit SIDE A - PARENT BARCODE TEM 2(D): 1 X VIAL CONTAINING FILTER
PAPER

6. Add a related exhibit to the examination summary by clicking add
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e I L T

Forensic Examination 440121 CAUNT - PSD PSS FSS 3592170 ) &
|Exam Date & Time l Duration I Travel Forensic Officer | Supervisor | Exam Result
24/08/2018 08:46 | 00:00 | 00:00 By NEG ® pos

7. The following page will appear which will allow you to register a new barcode for the
final pooled sample
Exhibit Record Linked Exhibit

Exhibit Barcode |Catzgory Description Parts

Alcohol Wipe v |Pooled Sample 1

Loceted / Owner  (include name and dob to identfy ownership for exhibits requiring DNA Analysis)

Pooled fro

Exhibit Notes & FSS Advice

Property Tag

‘ Forensic Dfficer

M R

Ownership / Relationship / Prioribsation Examination Section
©n Suspect Entry [ Exit Analytical Services Fingerprint Bureau
On Victim Weapon [ Implement Ballistics Section Photographic Section
Unknown Admission / Intel Document Examination ¥| FSS DNA Analysis
Low (Principal Exhibit) Major Crime Unit FSS Chemical Analysis

Forensic Biclogy Analytical Advice

Sample or sampling area has been subjected to a fingerprint examination (Powder or Chemical)
Sample or sampling area has been washed or diluted

Sample or sampling arsa may be seminal fluid, analysis for Semen (Microscopy & DNA) is requested
Sample or sampling arca may be saliva, analysis for Saliva (a-Amylase & DNA) is requested

Sample requires additional analysis (lubricant, fibre, glass, soill ete.)

Sample has been collected in strict compliance with CSE101 Biclogical Evidence [Required]
8. Enter a new barcode into the ‘Exhibit Barcode’ field
a. Change the ‘Category’ to the same as that for the parent item
b. Tick the ‘Admission / Intel’ box
c. Tick the ‘Sample has been collected.....’ box
d. Click save
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I ®

Exhibit Record Linked Exhibit

Exhibit Barcode |Category Description ! Parts
-> Qrace DNA Kit_D v |[Pooled Sample 1

Located / Owner (include name and dob to idenbfy ownership for exhibits requiring DNA Analysis)

Exhibit Notes & FSS Advice

Flm Number Parent Barcode Property Tag Forensic Officer
D3592170 440121
Ownership / Relationship / Prioritisation Examination Section

On Suspect Entry / Exit Analytical Services Fingerprint Bureau

On Vicom Weapon / Implement Balhstic

Unknow missi Inte Documer " ab

Low Princial ity Major Crime Unit FSS Chemical Analysis
Forensic Biclogy Analytical Advice

Sample or sampling area has been subjected to a fingerprint examination (Powder or Chemical

Sample or sampling area has been washed or diluted
Sample or samphng area may be seminal fluid, analysis for Semen (Microscopy & DNA) is requested
Sample or sampling area may be saliva, analysis for Saliva (a-Amylase & DNA) is requested

Sample requires additional analysis (lubricant, fibre, glass, soil etc.)

@"-mn; e has been collected in strict compliance with CSE101 Biological Evidence [Required)

9. The sample will now appear on the ‘Pooling’ review list for the Analytical section to
action

10. Add an ‘Analytical Note’ to advise what testing is required, eg ‘Pool; Quant and hold’

11. The pooled samples will have the ‘Sample pooled and processed under’ line
automatically added and validated. They will also have an examination record. This
examination record should be validated as per QIS 34298

Exhibit Testing / Examinations b
Date / Time Technique Testing Linked No Employee Reviewer ‘

22/08/2018 08:51 DNAQUA [WL] -Quan(xﬁler Trio

22/08/2018 08:51 Analytical Note = Quant and hold

23/08/2018 07:29 DNAQUA = CDNAQUA20180823-01 Quantifiler Trio

23/08/2018 10:56 Result T.SA (Qty): 0.00026

Oy} | 24/08/2018 08:57 Examination
24/08/2018 09:05 Result = SPP - Sample pooled and processed under
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23.12 Appendix 12 — Forensic Register Storage Architecture

Exhibit movement in the FR works by updating the location of the exhibit. The most recent
location of an exhibit is displayed at the top of the list in the Exhibit Movement table.

Exhibit Movement 6

Date / Time ‘ Movement |Station Continuity Officer | Forensic Officer
5/05/2017 14:15 IN FSS Forensic DNA Analysis|
/05/2017 11:01 IN FSS Forensic DNA Analysis|
)5/2017 07:18 IN FSS Forensic DNA Analysis
4/2017 15:10 IN FSS Forensic DNA Anal
4/2017 13:43 IN FSS Forensic DNA Analysis|
2017 13:43 REC Queensland Health Scienti
/04/2017 12:57 IN FSS Forensic DNA Analysis|

By adding an exhibit to a location, it is automatically removed from its previous location. This
means that an exhibit can only be in one location at any one time. An exhibit often comprises
of multiple parts that require individual storage. The storage of these multiple parts is
managed using subsample barcodes.

When a sample undergoes DNA analysis, it splits into multiple parts. In its most simple form
a sample will branch into an extract and a spin basket. The extract will retain the exhibit
barcode for storage purposes and a new barcode will be created for the spin basket storage.
If the sample requires testing of the supernatant then a new barcode will also be created for
the supernatant storage.

In the example below we can see that exhibit 690149615 has a spin basket with barcode
360000490 and a supernatant with barcode 360000501 (additional sample information
becomes available by hovering over the individual barcodes on the ‘Link Chart’).

Link Chart

Exhibit Testing

iii]

B

Employee Reviewer

Date / Time Technique esting

In-tube check @ The gackaging matchgs the QPS ...
Result > nitted-results pefding

26/04/2017 10:41 DNAEXT [WL] etain Sppernatant DNA 1Q

28/04/2017 12:45 DNAEXT Retain Supernatant DNA IQ
02/05/2017 14:04 Subsample
02/05/2017 14:04 Subsample

The storage record for a subsample can be accessed by clicking on the Date / Time
associated with that subsample.
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Subsample L PIN
Subsample L UPNAT

Exhibit Record

e sns g s

DD
Description Parts
Intube swab 1

Ex de Category
// wab

Exhibit barcode

Testing / Analysis

600154 FSB.DATAFTCU[OSC], PSDFSS

Date Process

SubType Equipment No

02/05/2017 14:04 Subsample

Notes

Sub-sample barcode and type

Attachment:

Storage Rack ID

Posiion

Tube Lot No Volume (pL | Priority
CDNAEXT20170428-01 A03 . 2 3
Change Log
2017-05-02 14:04 CURRENT -~'<'Er|
Movement - —
VALIDATED
record for 02/05/2017 1;:;.:-1;'-‘1[;:0'( M
sub-sample

Subsample Movement
I I
Date / Time ‘ Movement |Station
|
02/05/2017 14:32 IN FSS Forensic DNA Analysis

FES Forensic DA Snsiyss _

02/05/201

7 14:04 IN

Continuity Officer | Forensic Officer

For analytical processes, most subsample barcodes that may be required are generated
automatically at the extraction stage. The subsample types are:

Spin baskets (SPIN)
Microscope slides (SLIDE)
EFRACs (EFRAC)
Supernatants (SUPNAT)
Miscellaneous (MISC)

If a spin basket or EFRAC requires further analytical processing then it will be necessary to
change the subsample into an exhibit to allow the parts created from these additional
processes to be stored and a PDA page to be created.

Storage boxes are identified by a nine or ten digit barcode and a description. The barcode is
displayed in the Exhibit Movement table and is hyperlinked to the storage box record.
Hovering over the storage box barcode will show the fixed location where the box is stored.
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Exhibit Movement [4)

Date / Time Movement |Station Continuity Officer | Forensic Officer

05/05/2017 14:16 n FSS Forensic DNA Analysi
02/05/2017 14:29 N FSS Forensic DNA Analysi
28/04/2017 13:06 N FSS Forensic DNA Analysi
26/04/2017 06:39 n FSS Forensic DNA Analysi

Fixed storage locations are identified by a 12 character code e.g. FDNA-EXFZ-0001. The
first four letters represent the department e.g. FDNA = Forensic DNA Analysis. The second
four characters represent the type of storage e.g. shelf, freezer, fridge. The last four
characters represent the shelf number.

The codes for the second four characters for storage locations within Forensic DNA Analysis
are as follows:

CMP Compactus AE Analytical extraction

RT Returns QA Pre-PCR

FZ Freezer CE CE

FR Fridge BONE Bone room

SH Shelf FRXX Walk in fridge

CG Cage FZXX Walk in freezer

DR Drawer AD Admin

EX Exhibit room SHLF Walk in fridge/freezer direct shelf
storage

ER Evidence recovery CHST Chest freezer

ES Extraction sorting QUAL Quality

ADMN Admin ANLT Analytical

INTL Intel FRIT FRIT

EVRT Evidence recovery FILE File store

LDNA Low DNA room
Storage Locations

Fixed locations:
e Exhibit room shelves, Fridge shelves, Freezer shelves, Rooms

Storage box (open):
e FTA boxes, Freezer storage tubs, Staff in-trays
e Storage boxes can “move” e.g. Kirsten's in-tray can be stored to the Admin fixed
location

e Locally configured, with unlimited storage positions

Storage box (grid format):
e Perm DNA, Temp DNA, ERT-AS boxes
e Storage boxes can “move” e.g. from ERT lab to Freezer in extraction sorting
e Locally configured, with defined and limited positions in the format A01, A02, A03,
B0O1, B02 etc.

General Storage Functionality

Five basic methods / functionalities are available for storage. Use of method is determined in
part by storage type e.q. if the storage box is “open” or “grid” format.
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1. Batch exhibit movement (Main Menu — Forms — Batch Exhibit):
a. Used to move up to 24 barcodes to a fixed location or open storage box
b. Not suitable for movements to grid-format boxes
c. Likely used by property point, storage of FTA cards, storage of case files

2. Fill box function (Main Menu — Equipment — Search storage box ID):
a. Add samples one at a time to a storage box (grid or open format)
b. Not applicable for fixed locations
c. Likely used in extraction sorting/Pre-PCR where large number of items stored
to grid boxes

w

Exhibit/Sub-ID movement (Exhibit Movement Table):

a. Standard movement to any location

b. All storage formats: fixed, open box and grid box

c. Used for single movements of item. Subsamples will have their own
movement history

4. Movement while adding a test:
a. Add samples one at a time to a storage box (grid or open format)

5. Storage box movement:
a. Movement of a box (open or grid) to a fixed location. Available from the
storage box screen
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23.13 Appendix 13 — Profiler Plus Amplification Kit
GeneMapper® Record Page:
When the GeneMapper file is uploaded to the FR, loci with only one allele will be transformed
into the format “allele,allele” or “allele,0” in the ‘Alleles’ column according to the homozygous
threshold. Loci with no alleles will be transformed into the format “0,0”. The row will highlight
yellow to reflect the change.
The ‘Alleles’ column contains the allele designations to be used on the PDA page.

If a peak requires removing, refer to Section 6.2.1.1.

Profile Interpretation Table:

Contributors o Profile 9 Notes

1020; 0405 cx Une Upu ST MiU e

Figure 30 — P+ Profile Interpretation Table

OThis section is used to record the number of contributors to a profile. If the
interpretation is ‘at least two’ contributors then the 2’ is to be checked; likewise ‘at least three’
will see the ‘3’ checked

This section is used to record interpretations or parts of interpretations that don’t
require any further action:

a. cxis to record a profile that is a complex mixture and is unsuitable for further

interpretation

b. ' is used to record a no profile result

c. “ruis used to record a profile that is partial and unsuitable for further interpretation

d. can be used in conjunction with the number of contributors or - * to record that there

are also sub-threshold peaks within the profile

e miv is not used at this stage (for automated Exhibit Results)

e Notes section (not audited)

Profile Record Table:

When a DNA profile is obtained that is either single source or one or more contributions are
able to be resolved the Profile Record table is to be completed for each resolved contribution.

Clicking the edit icon on the PDA page will enable the Profile Record table to be edited. The
profile can then either be entered manually or ‘copied down’ from the GeneMapper file (@
Figure 52) by clicking on the appropriate button. If required, the CLR button (@) will clear the
profile entered. If there is more than one GeneMapper file for the sample then there will be
the option to choose which result to copy down (distinguished by the CE batch id); this should
be the ‘Reported profile’ result or the profile with the most informative information (statistics
for P+ use the ‘Reported profile’ only).

The suffix list (©) records the type of profile that has been entered. A suffix must be selected
for every profile entered into the table.

If a profile requires upload to NCIDD then a NCIDD process is automatically ordered for each
nominated upload (Section 11.1.1).
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Profile Record CCE20170201-04 D04 @® CLR
D3 VWA FGA Amel D8 D21 D18 DS D13 07
e 6 0 0 + CPT + NCIDD v
-5$
-mix
-intel
-cond e

| -rem
-major
-minor
-intel-cond
-intel-rem
-intel-major
-intel-minor
-intel-subs
-intel-less12
-interim

Figure { SEQ Figure \* ARABIC } — P+ Profile Record Table

1. Single Source Profiles
When a single source profile is obtained the scientist will copy down the profile by
selecting the appropriate CE batch or entering manually. The scientist will then click

the © icon (©Figure 53) to commence searching.

If the profile is = 12 alleles then the FR will suggest a designation / match for the
profile (refer to Section 8.1 for further details). If the scientist does not agree with the
match / designation proposed by the FR database then it must be replaced with the
appropriate match / designation in the format described in Section 8.1.

If the profile is <12 alleles then no designation / match will be suggested by the FR
and the match cell (©) will populate with the barcode of the sample. The designation
for this profile should be entered manually into the match cell (©) in the format
described in Section 8.1.

If the profile is required to be loaded to NCIDD then the ‘+NCIDD’ box (@ ) should be
checked. The “-ss’ suffix should be selected from the drop-down list (©) (Table 6).

If the profile is unknown and is not listed in the ‘Case Profiles’ table then the ‘“+CPT’
box (@) must be checked to add the profile to the Case Profiles table.

Table 4 — Suffix Meanings
Suffix Purpose Kit

-SS Single source component P+
-cond Conditioned component P+
-rem Remaining component P+
-major Major component P+
-minor Minor component P+
-intel-cond Conditioned component where the profile is conditioned for |
intelligence purposes only
_intel-rem _Remammg component where the profile is conditioned for P+
intelligence purposes only
-intel-major Maj_or cgmponent where the term ‘major’ has been assigned P+
for intelligence purposes only
-intel-minor Minor component where the term ‘minor’ has been assigned P+
for intelligence purposes only
intel-subs Single source component where sub-threshold peaks are used P+
for intelligence purposes only
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-intel-less12 | Single source component with less than 12 alleles P+
_interim Any component that is loaded as an interim measure pending P1 cases only
rework results

2. Fully Resolved Mixed Profiles
When a profile can be fully resolved into its individual contributions then each
contribution should be recorded in the Profile Record table as follows:

a. Click the edit icon

b. Copy down the profile by selecting the appropriate CE batch and delete the alleles
that do not apply to the contribution being entered, or enter the profile manually
Click the ¢ icon to commence searching

Check the match / designation in the match cell (®Figure 53) and replace as
necessary as per Section 8.1

e. Check the ‘+NCIDD’ box (@) if this contribution is required to be loaded to NCIDD
(ticking this box triggers the ordering of an ‘NCIDD’ process when the record is
saved)

Select the appropriate suffix for this contribution from the list (©)

Check the ‘+CPT’ box if this contribution is a new designation for the case

Save the record by clicking the save icon

Repeat the process for the other resolved contributions of the profile entering the
mixture ratios into the boxes below each locus (9).

oo

~Ta

3. Partially Resolved Mixed Profiles
When a profile can only be partially resolved, for example a major profile with a
complex minor profile, then only the resolved contribution is recorded in the Profile
Record table by following steps a.-i. as per above paragraph.

4. Unresolved Mixed Profiles
When a profile is unable to be resolved then no information will be recorded in the
Profile Record table. In this instance only the “'2 or ©3 box is checked in the Profile
Interpretation table.

5. Complex Profiles
If the profile is not suitable for interpretation because it is partial or consists of an
unknown number of contributors or = 4 contributors, it is not necessary to copy down

a profile. In this instance only the "< or “s box is checked in the Profile
Interpretation table.

6. TriAlleles
The Profile Record table should only contain two allele designations. If a tri-allele is
obtained, drop the locus and add a sample note stating that a tri-allele is present and
all three designations. If the profile is required for upload to NCIDD then the details of
the tri allele should be added to the ‘NCIDD User Comment’ field in the NCIDD
process (Section 11.1).

Case Profiles Table:
The Case Profiles table is used to identify reference and unknown profiles that are available

for comparison in the case and to associate them with one another (Figure { SEQ Figure \*
ARABIC }). It is also used to show when a reference comparison has been completed.
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Barcode Name Association Category CE|NM| II Employee Reviewer

6 PP21 ref ( )

7 PP21 ref

8 PP21 ref

Figure { SEQ Figure \* ARABIC } - P+ CPT

When a reference sample has been compared with the crime scene profile then the
associated ‘CE’ box should be checked. This enables any new reference samples to be easily
identified.

The ‘NM’ and ‘II’ boxes are not used currently.
New Reference Comparisons:

Newly associated reference samples can be identified by an unchecked box in the ‘CE’ field
of the Case Profiles table.

The comparison of the reference sample should be recorded as follows:

a. Once the comparison has been performed, check the associated ‘CE’ box

b. If the reference sample matches an unknown in the case, update the ‘Association’
fields (Figure 42)

c. If required, order a ‘Result’ process and enter the appropriate Exhibit Result line for
the reference sample (Section 18)

d. If no additional Exhibit Results lines are required i.e. the results have not changed,
then a Sample Note to this effect should be added

e. Order a ‘Profile Review’ process (Note: a ‘Profile Review’ process should be ordered
regardless of whether an Exhibit Result line is entered)
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23.14 Appendix 14 — Managing Cases Across Different LIMS (Pre-AUSLAB, AUSLAB and FR)

Cases from 2017 or earlier, can have samples across a number of different LIMS systems.
Flowchart 1 provides a number of different pathways and the SOPs required to manage such
cases / samples.

Tracking AUSLAB Case in FR

For cases with paper case files tracked in AUSLAB requiring tracking (e.g. court):

1. ‘Remove’ the case file from the AUSLAB storage and add an audit entry ‘Removed to
track in FR’

2. Create and track this case file in FR as per Appendix 8 — Creating and Tracking a
Case File using the existing case file barcode

3. Add a note to the ‘Exhibit Notes & FSS Advice’ field stating the case file was
previously tracked in AUSLAB

4. Proceed as normal

Cases with AUSLAB and FR Unknowns

If a case has an unknown in AUSLAB followed by unknowns in the FR, the subsequent FR
unknowns will appear in the CP table without accounting for the previously designated
AUSLAB unknowns (i.e. they do not appear correctly in the CP table on the PDA page). To
resolve this situation, register the sample in the FR, manually enter the DNA profile and
designation, and then tick the +CPT box so it appears in the CP table of the FR. Alternatively,
contact QPS DNA Management (DRMU) to request registration of the AUSLAB unknown(s).
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Case work:

- DRMU to register primary EXHIBIT in the FR

- Then refer to QIS 33773 Appendix 9 (sub-
samples to EXHIBITS - spin baskets, differential
lysis fractions and dilutions} and Appendix 10
[TRANS)

*DRMU to associate Evidence sample into the Case Profile table

Pre-AUSLAB
- pre-February
2007

- F# cases

Reference:
Evidence samples
- QIS 33773 Case work PDA SOP Appendix 10* (TRANS)

Intelligence samples
-QJs 34245 reference PDA SOP

Case work:

- QIS 33773 Case work PDA 50P Appendix 10 (TRANS) and
Appendix 9 (sub-samples to EXHIBITS - spin baskets, differential
lysis fractions and dilutions}

AUSLAB
- February 2007 to
june 2017

Reference:
Evidence samples
- QIS 33773 Case work PDA S0P Appendix 10* [TRANS)

Intelligence samples
- QIS 34245 Reference PDA S0P

Case work:
- QIS 33773 Case work PDA S0P Appendix 10 (TRANS) and

Appendix 9 (sub-samples to EXHIBITS - spin baskets, differential

FR lysis fractions and dilutions)
- contains copy of
FACTS {1992-
2016} Reference:
-lune 2017 to Evidence samples
present - QIS 33773 Case work PDA SOP Appendix 10* (TRANS)

Intelligence samples

- QIS 34245 Reference PDA SOP
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