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Laboratory organization

1. To minimize the potential for carry-over contamination, the laboratory is organized so
that the areas for DNA extraction, PCR set-up, and handling amplified DNA are
physically isolated from each other. Each of the three areasisin a separ@m.

2. Based on need, microcentrifuge tube racks have been placed in sa ndling areas.
These racks should only leave their designated area to transport \E to the next
designated area. Immediately after transporting samples, the r % ould be cleaned and
returned to their designated area. \?5

3. Dedicated equipment such as pipetters should not leave 1@ designated areas. Only the
samples in designated racks should move between areQ.

4. Analysts in each work area must wear@priat \50nal protective equipment (PPE).
Contamination preventive equipment ) m@ worn where available. All PPE and
CPE shall be donned in the bio-vestibdles.

Required PPE and CPE for e% bor@ are posted conspicuously in each bio-

vestibule. ?\ C)
o

Work Place Preparation s\g

1. Apply 10% bleach fol ?y water and/or 70% Ethanol to the entire work surface, cap
opener, and pipettes
2. Obtain clean ra @and cap openers, and irradiated microcentrifuge tubes, and irradiated
@eArrange work place to minimize crossover.

glov nges and cleaning of equipment.

Q

water from s
3. Positio}& es nearby with 10% Bleach/70% Ethanol/water in order to facilitate frequent
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Microcentrifuge tube and pipette handling

1.

Microcentrifuge tubes, Microcon collection tubes, Dolphin tubes, and M48 tubes must be
irradiated prior to use.

Avoid splashes and aerosols. Centrifuge all liquid to the bottom of a cl (1/
microcentrifuge tube before opening it.

Avoid touching the inside surface of the tube caps with pipetter?.5®bs, or lab coat

sleeves. \

Use the correct pipetter for the volume to be pipetted. Fo@)etters with a maximum
volume of 20pL or over, the range begins at 10% of its %ammum volume (i.e., a 100pL
pipette can be used for volumes of 10-1 L). For ers with a maximum volume of
10pL or under, the range begins at 5% && maxm§n volume (i.e., a 10uL pipette can
be used for volumes of 0.5-10uL). A

Filter pipette tips must be used@ pip gNA and they should be used, whenever
possible, for other reagents. riate size filter tips for the different pipetters;
the tip of the pipette shoul r tgUchthe filter.

Always change pipette tips bet handling each sample.

Never “blow out” the last bi ample from a pipette. Blowing out increases the
potential for aerosols this Wtay contaminate a sample with DNA from other samples. The
accuracy of liquid vo delivered is not critical enough to justify blowing out.

Discard pipetteﬁ\' they accidentally touch the bench paper or any other surface.

Wipe the ide of the pipette with 10% bleach solution followed by a 70% ethanol
solutionj.the barrel goes inside a tube.

O

Sample dling

1.

Samples that have not yet been amplified should never come in contact with equipment in
the amplified DNA work area. Samples that have been amplified should never come in
contact with equipment in the unamplified work area.
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6.

The DNA extraction and PCR setup of evidence samples should be performed at a
separate time from the DNA extraction and PCR setup of exemplars. This precaution
helps to prevent potential cross-contamination between evidence samples and exemplars.

work surfaces. 10% bleach followed by 70% ethanol should always be

Use disposable bench paper to prevent the accumulation of human DNA r(?manent
decontaminate all work surfaces before and after each procedure. 6&

precaution will reduce the risk of sample mix-up and the potentfal for sample-to-sample

Limit the quantity of samples handled in a single run to a manni{& number. This
contamination.

Change gloves frequently to avoid sample-to-sample ccﬁtamination. Change them
whenever they might have been contamigted With@ and whenever exiting a sample

handling area. (b,
Make sure worksheets and logboog *e cor@ggy filled out.

All worksheets must have the handw{g.oh init'tsQf the individual performing the test.

O

Body fluid identification O\

1.

The general laboratory pol \S to identify the stain type (i.e., blood, semen, or saliva)
before individualization, i€ attempted on serious cases such as sexual assaults, homicides,
robberies, and assaulis.) However, circumstances may exist when this will not be
possible. For example, on most property crime cases when a swab of an item is
submitted for te , the analyst will cut the swab directly for individualization rather

than testing ab for body fluid identification.

reening test for blood followed by the detection of a real-time PCR
ibn value greater than or equal to 0.1 pg/pL is indicative of the presence of
blood.
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3.

Hgh Copy Number (HCN) testing is performed when the samples have a quantitation
value 20 pg/uL for Identifiler 28 cycles (at least 100 pg amp),>10 pg/uL for

Minifiler (at least 100pg per amp), 6 pg/uL for PowerPlex Y (at least 100pg per
amp.

High Sensitivity DNA testing (Identifiler 31 cycles) can be performed if (J{have a
guantitation value of less than 7.5 pg/pL (or 20 pg/pL) and greater th‘aci/ g/uL.

DNA Extraction Guidelines {bg

Slightly different extraction procedures may be required for each%e of specimen. Due to the
varied nature of evidence samples, the user may need to modi(z procedures.

1.

For differential extractions, the tube s she witnessed after the incubation step.)

All tube set-ups must be witnessed/confi@dr Ité@?ﬁ‘ting the extractioWNQOTE:

Use Kimwipes or a tube opene@pen ng:ontamlng samples; only one tube should
be uncapped at a time.

When pouring or pipetting X g&lons the resin beads must be distributed evenly in
solution. This can be achlevedéﬂshaklng or vortexing the tubes containing the Chelex
stock solution before aliquoti

For pipetting Chelex, ?tte tip used must have a relatively large bore — 1 mL pipette
tips are adequate.

Be aware of sr@articles of fabric, which may cling to the outside of tubes.

ion of the Mitochondrial DNA Team, two extraction negative controls (E-
included with each batch of extractions to demonstrate extraction integrity.
-Neg will typically be subjected to a micro-con and will be consumed to

hat an E-neg associated with each extraction set will be extracted concurrently
he samples, and run using the same instrument model and under the same or more
sensitive injection conditions as the samples. The second E-Neg will ensure that the
samples in that extraction set can be sent on for further testing in another team or in a
future kit. In the Mitochondrial DNA Team, only one extraction negative control is
needed.

With the e

Refer to the end of this section for flow charts.
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10.

The etraction negative control contains all solutions used in the extraction process but
no biological fluid or sample. For samples that will be amplified in Identifiler (28 or 31
cycles), PowerPlex Y, or MiniFiler, the associated extraction negative should be re-
guantified to confirm any quantitation value of 0.2 pg/pL or greater.

If a sample is found to contain less than 20 pg/uL of DNA, then the sa &\Qﬁmﬂ not

amplified in Identifiler (28 cycles); if a sample is found to contain Iess pg/uL of
DNA, then the sample should no¢ amplified in PowerPlex Y;ifa s I found to
contain less than 10 pg/uL of DNA, then the sample shouldena in MiniFiler.

Samples that cannot be amplified may be re-extracted, repo as containing insufficient
DNA, concentrated using a Microcon-100 (see Section 3 e STR manual), or possibly
submitted for High Sensitivity testing. The interpreting &nalyst shall consult with a
supervisor to determine how to proceed. Other DN ples may also be concentrated
and purified using a Microcon-100 if the I@k IS's ted of being degraded or shows
inhibition or background fluorescence\dgsing q ation. Samples that are 1 pg/uL to
20pg/uL may be submitted for hig ’\ sitiviK ing with a supervisor’s permission.
After extraction, the tubes con‘&;ﬂng t Qamplified DNA should be transferred to a
box and stored in the appr&'f& qﬂbator or freezer. The tubes should not be stored
in the extraction racks.

All tubes must have the co case number, sample identifier and IA initials on the
side of the tube. This |ncl aliquots submitted for quantitation.

Extract tracking shee@re created for each case within an extraction set. Any aliquots
made directly fronﬁ(tuke extraction tubes following extraction procedures should be

recorded on thi@@e ing sheet.
&

QO
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HSC and PC — EXTRACTION NEGATIVE FLOW
AUTOSOMAL STR TESTING

All Extractions for

Autosomal STR
Testing to start
with an \

“ENeg1”and an
“ENeg2"

‘ ‘bb
"ENeg1” to be aliquotted \

for quantitation, amp’ed, All Samples fail. v
and run alongside the "ENeg1" Fails——» Samples to be re-

samples in “ID28 extracted. Q
Normal.”

"ENeg1" Passes

All Samples pass.

‘ O
"ENeg1" to be \g

Microconned to 20ulL. Q

‘

Run the Microddgn xtracion set cannot

NoEn'\:zl‘cp iers FAIL be microconned for
& Identifiler.
NN

O PASS
Q

e  Samples in same set IMPORTANT NOTE:
can be microconned
and run in “ID28 If samples need to be tested for Y-STR’s, they should be
Normal” Parameters. recut, re-extracted, and processed in accordance to the Y-
e  "ENeg2" will be used if STR flowchart. ENeg2 can be used under certain
additional testing using circumstances for Y-STR Testing. Consult with your
another methodology or supervisor or manager who will ensure that the additional
kit is required. testing will not conflict with the other samples within the

same extraction set.
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HYBRID — EXTRACTION NEGATIVE FLOW

AUTOSOMAL STR TESTING

All Extractions for
Autosomal STR
Testing to start
with an "ENeg1"
and an "ENeg2"

A

"ENeg2" to remain
untouched.
"ENeg1" to be
aliquotted for
quantitation,
amp’ed, and run
alongside the
samples in “ID28
High.”

"ENeg1" Passes

All Samples pass!

%)
N

"ENeg1" @_
Micro d ul.
i L}

N/

N4
)

Run the Microconned
ENeg1"in “ID31 High”
Parameters

PASS

i

IR
N

Samples in same set
can be microconned
and run in “ID31 High”
Parameters.

If any extract needs to
go to Y-STR, "ENeg2"
will be used as per Y-
STR protocols.

O

o

6\0

’OE

All Samples failQ

"ENeg1" Fails——» Samples to bg re-

————FAIL——>

Refer to the STR
Results Interpretation
procedure for
guidance

\(bQ

NZ

W
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Y-STR TESTING (HSC, PC, and HYBRID)
EXTRACTION NEGATIVE FLOW
e "ENeg2" to remain
] :.mtouctled. (L
¢I]S%I2(£?I'(:3ir:12f?or ) alﬁzlugt:edt fobr All Samples fail. \
start with an quantitation, "ENeg1" Fails—————» Samples to be re-

"ENeg1" and an
"ENeg2"

A
O Run the Microconned

"ENeg1"in “Y-STR ———FAIL——» can be microconned

amp’ed, and run
alongside the
samples in
“Normal.”

"ENeg1" Passes

5uL of "ENeg1"
amp’ed and run in
“ID Normal”

"ENeg1" Passes Q:

J \
?3 ) C)OO

-\W
\

Re-run” Parameters

PASS

. Samples in same set
can be microconned
and run in any Y-STR
Parameter.

o "ENeg2"is left
untouched and can be
used under certain
circumstances (ex: If
"ENeg1" Microcon Re-
run fails, then "ENeg2"
can be run Microcon in
“Normal” to determine
pass or fail).

"ENeg1" Fails in ID2:

-
‘A
Any s: &
be run irID!

>

extracted.

N

\
0P

Mamples in the

same extraction set
O can be sent to ID

No samples in the
same extraction set

and run in “Y-STR Re-
run” parameters

Q
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X-TEAM — EXTRACTION NEGATIVE FLOW

AUTOSOMAL STR TESTING

All Extractions for
Autosomal STR
Testing to start

with an
“ENeg1”and an
“ENeg2"

A

untouched.

e "ENeg1”to be
aliquotted for
quantitation,
amp’ed, and run
alongside the
samples in “ID28
Normal.”

e "ENeg2’ to remain

All Samples fail.
Samples to be re-
extracted; No
samples withi&
this set m. 3
micro@

~
4

"ENeg1" Fails——p

"ENeg1" Passes

If a sample needs to

All Samples pass.

be Microconned

traction set canno
be microconned for
Identifiler.

ples in the same

A

"ENeg1" to be
Microconned to 20uL.

A

Run the Microconned
"ENeg1"in “ID28
Normal” Parameters

t —FAIL

PASS

Q>

. Samples in same set
can be microconned
and run in “ID28
Normal” Parameters.

. "ENeg2" will be used if
a sample from the
same extraction set is
going to High
Sensitivity Testing.

Q
Q\‘lx
>
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X-TEAM — EXTRACTION NEGATIVE FLOW

Y-STR TESTING

“ENeg2" to be amp’ed,
and run “High.”

"ENeg2" Fails

Run “ENeg2” in
“Normal”; No
samples within this
set may be
microconned.

"ENeg2" Fails

No samples in the

STRs

same extraction se; K
can be sent to Y- >~

—"ENeg2" Passes—p|

———"ENeg2" Passes—

Samples in s \

extraction tma
microconnediand fun in Y-
STR “‘Normaksand/or

~Non

«—"ENeg2" Passes

St

<§‘\Samples in same

extraction set can only be
Microconned and run in Y-
STR “Normal”

O

——"ENeg2" Passes

QO

IMPORTANT NOTE:

extract sample for the appropriate kit.

X-Team samples from the same extraction set may be
run in autosomal and Y-STR or Mini-STR only, not both.
If both Y-STR and Mini-STR testing is needed, re-

Samples in same
extraction set can be run
in Y-STR “Normal” and/or

“High”; Additionally,
samples from the within
the same set may be
microconned.

b

=
Samples i e
extraction

&
N

can only be
runin g “Normal”

%

If sample(s) need to be
microconned, then
“ENeg2” to be
Microconned to 20uL

A

Microconned “ENeg2" to
be amp’ed, and run
“High.”

"ENeg2" Fails

Run Microconned
“ENeg2” in “Normal’;

"ENeg2" Fails

No samples in the
same extraction set
can be microconned

for Y-STRs
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X-TEAM — EXTRACTION NEGATIVE FLOW
MINI-STR TESTING

Samples in same \(L

"ENeg2" to be amp'ed, I "ENeg2" Passes—® extraction set can be run

and run. in Mini-STR. (19
"ENeg2" Fails Q

y \
No samples in the If sample(s) n ?)
same extraction set microconn n
can be sent to Mini- “ENeg2’ t
STRs Microco to 20uL
K N
Q’) . Qa
Q\A & A

Samples in same P\
extraction set can be " Microconned “ENeg2" to
: . g2" Pas ,
microconned and run in be amp’ed and run.

Mini-STR.

O\ "ENeg?2" Fails

i

No samples in the

QO same extraction set

can be microconned

\' for Mini-STRs

0 IMPORTANT NOTE:

Q X-Team samples from the same extraction set may be

run in autosomal and Y-STR or Mini-STR only, not both.
If both Y-STR and Mini-STR testing is needed, re-
extract sample for the appropriate kit.
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Controls for PCR analysis

The following controls must be processed alongside the sample analysis:

1. A positive control is a DNA sample where the STR alleles for the relevant S oci are
known. The positive control tests the success and the specificity of the ification, and
during the detection and analysis stage the correct allele calling by t ware.

2. An extraction negative control consists of all reagents used in t %\action process and

is necessary to detect DNA contamination of these reagents. the Y STR

system only detects male DNA, one cannot infer from a clea TR extraction negative
the absence of female DNA. Therefore, an extraction ne@/e control originally typed in
Y STRs must be retested if the samples are amped in IQntl iler.

3. Samples that were extracted together sh@d allb plified together, so that every
sample is run parallel to its associate& racti gative control.
*

4, An amplification negative contr \gg\sists gy amplification reagents without the
addition of DNA, and is used t{ tect contamination of the amplification reagents.
Failure of any of the controls does not st tically invalidate the test. Under certain

circumstances it is acceptable to rete ative and positive coe@STR Results
Interpretation Procedure for rules o;(f'@ sting of control samples.

\

Concordant analyses and “duplicate rule”

The general Iaboratchy is to confirm DNA results either by having concordant DNA

results within a cas (for 28-cycle systems) by duplicating the DNA results with a separate
aliquot, amplificat&&nd electrophoresis plate. The most common situations are confirmation
of a match or lon within a case and confirming DNA results when less than the optimal
amount of s amplified. Concordant and duplicate analyses are also used to detect sample
mix-up @ firm the presence of DNA mixtures.

1. For evidence samples, the following guidelines apply:
a. Identical DNA profiles among at least two items (two evidence samples or one

evidence sample plus an exemplar) within a case are considered internally
concordant results (“duplicate rule”).
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b. If a sample does not match any other sample in the case, it must be duplicated by

a second amplification. If the only result was obtained using Y-STRs, this must

be duplicated in the Y system.
ﬁ}?ts of a
S steps

your supervisor
examples:

C. If after the first DNA analysis there is an indication that the sample
mixture of DNA, several scenarios must be considered. Further
have to be decided based on the nature of each case. Consu
if you encounter a situation that is not represented in the fo o\(i

1) If all alleles in a mixture are consistent with comil{%bom any of the
known or unknown samples in the case, e.g. aWetim and a semen source,
no further concordance testing is needed. er testing could be
performed if needed (e.g., to obtain a COEQS profile).

2) If two or more mixtures ir@se ar s\15istent with each other and
display the same aIIeIeA in @ hey are considered duplicated.

3) If one or more alle& counted for by other contributors in the
case, the pres fth gn component must be confirmed by a
second ampll

4) If there is only onﬁmple in a case and this happens to be a mixed
sample, the re eed to be confirmed by a second amplification.

5) Inconcl \@? mples (as defined in the STR Results Interpretation
Procedyre) that cannot be used for comparison do not require duplication.

d. Another r@'n for duplication is to confirm results when a low amount of DNA
is obt l@ rom an evidence sample and/or less than optimal amounts of DNA
are &ified to account for possible stochastic effects.

icate Identifiler 28 amplifications are required when there is less than 1000
g of DNA in the total extraction volume (e.g., calculate total yield by
multiplying DNA concentration by the 200 uL in a Chelex extraction); any
duplicate amplification done for this reason should be performed as soon as
possible after extraction to minimize loss of DNA in the extract.
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Another method to satisfy this policy is if two different kits with overlapping loci
are used. At least two (2) autosomal loci must be duplicated to confirm results.
(For example, using Cofiler/Profiler Plus or Identifiler/MiniFiler on the same
evidence sample.)

e. Automatic duplications designed to streamline testing of any e samples is
also permitted. 2‘1/
2. For exemplar samples, duplication is designed to rule out fals % sions based on
sample mix-up, and also to streamline testing. Duplication art with a second

independent extraction, with the exemplar cut and subml % or extraction at a different
time. The two resulting extracts must be aliquotted for ication separately at
different times, and aliquotted for electrophoresis s Iy and run on separate plates.
If there is no additional exemplar maten aHabI%zextracUon the duplication may
begin at the amplification stage.

To streamline testing, all suspec%@wctl Qmplars may be duplicated.

The following guidelines a;?&) @@j duplications:

a. If the DNA profile of anc@@ exemplar does not match any of the DNA
profiles of evidence s s in the case, including mixtures, the victim’s
exemplar must be ted to eliminate the possibility of an exemplar mix-up.
Thisis because it i&y likely that an exemplar mix-up would generate a false
exclusion.

b. Duplicatioé&'a victim’s DNA profile is not necessary in a negative case (no
alleles dgtetted in evidence samples).

C. Si duplicate exemplar analyses are performed to confirm the exclusion, a
ﬁaj al DNA profile (at least one complete locus) that demonstrates an exclusion

Q& sufficient.

d. If the DNA profile of avictim’s exemplar matches any of the DNA profiles of
evidence in the case, or is present in a mixture, the exemplar does not have to be
duplicated. Thisis becauseit is highly unlikely that a sample mix-up would
generate a falseinclusion.
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e. If the DNA profile of asuspect’'s exemplai(or other non-victim elimination

exemplar) does not match any of the DNA profiles in the case, or in the local
database, the exemplar does not have to be duplicabesi.s meant to
streamline the process similar to convicted offender testing.

f. If the DNA profile of a suspect’'s exemplanatches any of the DN %Q(k in
the case, or in the local database, the suspect’s exemplar has % duplicated to
eliminate the possibility of an exemplar mix-uphisis meant tg line the
process similar to convicted offender testing.

g. Pseudo exemplarglo not have to be duplicated, reg obés if the DNA profile
matches any of the DNA profiles in the case. %

3. For evidence samples or exemplar samp& analyz X)NA systems containing

overlapping loci, the DNA results for the rlapp| ci must be consistent. If no or
partial results were obtained for som plng loci, this amplification is still

valid if consistent results were obt for one overlapping locus (Amelogenin is
not considered an overlapping I&m th ext) If the partial amplification confirms

a match or an exclusion of an a@nother evidence sample, it does not have to be
repeated.

4, Partial profiles can satisfy the d@tatlon policy. Consistent DNA typing results from at
least one overlapping locus i fferent amplification is considered a concordant

analysis. Q

5. For Y-STR testing, t mple does not have to be reamplified if the internal duplication
rule applies or if th\ TR results are concordant with the autosomal results: confirming
an exclusion or sion, confirming the presence of male DNA, confirming the number

of semen do Based on the case scenario it might be necessary to reamplify in order
to confirm xact Y-STR allele calls. There might not be sufficient autosomal data to
establis cordance.
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Exogenous DNA Policy

Exogenous DNA is defined as the addition of DNA/biological fluid to evidence or controls
subsequent to the crime. Sources of exogenous DNA could be first responders, EMT’s, crime
scene technicians, MLI's, ME’s, ADA’s, NYPD personnel, or laboratory personne}{l/

1.

Medical treatment and decontamination of hazardous materials are %t priority.
Steps should be taken to minimize exogenous DNA as much as p 5\‘\| .

The source of any exogenous DNA should be identified so th&(?@hples can be properly
interpreted. It may be possible to identify the source by:

a. Examining other samples from the same batch f@(similar occurrences.

b. Examining samples from diﬁerent@(ches,@dled or processed at approximately
the same time for possible sirﬂ ccu‘rr@: s (such as from dirty equipment or
surfaces). ’\

C. Processing eliminationﬁegﬂpleséa)k for exogenous DNA occurring in the field
or by laboratory per I C)

Samples should be routinely c red to case specific elimination samples, personnel
databases, and the local C atabase for possible matches. Mixtures may have to be

manually compared. Q

If a negative or positi@ontrol contains exogenous DNA, all the associated samples are
deemed inconclusie and their alleles are not listed in the report. The samples should be
re-extracted or @@mplified, if possible.

If a clean @ cannot be obtained or the sample cannot be repeated then the summary
section reports should statde following sample(s) can not be used for
compahisbn due to quality control reasons.”

@e exogenous DNA has been discovered, the first step is to try to find an alternate
sample.
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a. As appropriate, a new extraction, amplification, or electrophoresis of the same

sample can serve as an alternate for the affected sample. For this type of alternate
sample the discovery of exogenous DNA is not noted in the report. However all
case notes related to the discovery of exogenous DNA are retained in_the case file
for review by the quality assurance group, forensic biology staff, at GPS and
outside experts. A form is inserted on the right side of the case fj l&e tifying the
source of the exogenous DNA by Lab Type ID Number, if kno %d stating
which samples were affected. wl/

If there are other samples from the crime scene which @ serve the same
purpose, they could be used as an alternate sample. example, in a blood trail

or a blood spatter, another sample from the same ce should be used. Another
swab or underwear cutting should be used for a €exual assault. In this scenario,
the sample containing the exogenqus DNA be listed in the summary

section of the report as followsth mple] not be used for comparison
because it appears to contajn con;' with a {NYPD member, OCME

[laboratory] member, medic »Instead please see [alternate
sample] for comparison”. -No*ham the possible source(s) of the
exogenous DNA are li n th rt. All case notes related to the event are
retained in the case r rm y attorneys and their experts. A form is
inserted on the right side Qf t ase file identifying the source of the exogenous

DNA by Lab Type ID Nu@ r, if known, and stating which samples were
affected. ,\&

If an alternate sampl @u t be found then only samples containing a partial profile of
e

the exogenous DNA €a

interpreted. Interpreting samples containing a full profile of

the exogenous DN could lead to erroneous conclusions due to the masking effect of
significant amo&@of DNA.

n the following should be listed in the summary section of the report:

a. If @Ie has a single source of DNA and this DNA appears to be exogenous
aﬁé e
e

Q

[sample] will not be used for comparison because it appears to contain

NA consistent with a {NYPD member, OCME [laboratory] member,
medical responder}.” No names for the possible source(s) of exogenous DNA
are listed in the report. All case notes related to the event are retained in the case
file for review by the quality assurance group, forensic biology staff, attorneys,
and outside experts. A form is inserted on the right side of the case file
identifying the source of the exogenous DNA by Lab Type ID Number and
stating which samples were contaminated.
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b. If a sample contains a mixture of DNA aAdL of the alleles from the source of

the exogenous DNA appear in the mixture then the following should be listed in
the summary section of the repoff.he [sample] contains a mixture of DNA.

The mixture is consistent with a {NYPD member, OCME [laboratory]

member, medical responder} and at least [#] other individual(s).” T erl/
[sample] will not be used for comparison.” No names for the possi Ibe urce(s)

of exogenous DNA are listed in the report. All case notes rel the event are
retained in the case file for review by the quality assurance 7 forensic
biology staff, attorneys, and outside experts. Aformisi on the right side
of the case file identifying the source of the exogenous @3 y Lab Type ID
Number and stating which samples were affected.

Unresolved discrepancies \OK

Legitimate differences of opinions or disput ncem&e interpretation of results may
occur. If differences of opinion cannot be’ Ived @he analyst, supervisor, and/or manager,
then the appropriate Technical Leader@)e th arbiter.

DNA storage E C)

1. Store evidence and unampli‘%@NA in a separate refrigerator or freezer from the
amplified DNA. Q

2. During analysis, all e@énce, unamplified DNA, and amplified DNA should be stored
refrigerated or froz%& reezing is generally better for long term storage.

3. Amplified D&@) iscarded after the Genotyper analysis is completed.

4. DNA e
stor

Q

Revision History:
March 24, 2010 — Initial version of procedure.
September 27, 2010 — Added X-Team Extraction Negative Flow Charts (Pages 9, 10, and 11) to reflect practice.
October 28, 2010 — Added section on “Unresolved Discrepancies.”
February 2, 2012 — HSC and PC Extraction Negative Flowchart for Autosomal STR Testing modified to allow for the use of
Extraction Negative #2 in Y-STR Testing.

are retained refrigerated for a period of time, then frozen for long-term
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Sample sizes for Chelex extraction should be approximaielyd liquid blood or saliva, 1/3 of
a svab, or a 3x3mm cutting of a bloodstain.

1. Remove the extraction rack from the refrigerator. Extract either evidence or exemplars.
Obtain a tube for the extraction negative and label it. (1/
2. Have a witness confirm the order of the samples.

3. Pipet 1 mL of sterile deionized water into each of the tubes in the@{iﬂon rack.

4, Mix the tubes by inversion or vortexing.

5. Incubate in a shaker (at approx. 1000 rpm) at room tem %ure for 15 to 30 minutes.

6. Spin in a microcentrifuge for 2 to 3 minutgs at 10 00@15 000 x g (13,200 rpm).

7. Carefully remove supernatant (aII but @he sample is a bloodstain or swab,
leave the substrate in the tube w et %

8. Add 175 L of 5% Chelex ( nkg{/ve [l- @Qpended Chelex satjtio

9. Incubate at 56°C for 15to 3 mw{te

10.  Vortex at high speed for 5 t seconds

11. Incubate at 100°C fo@@mtes using a screw-down rack.

12.  Vortex at high sp&d,for 5 to 10 seconds.

13. Spinin amj ntrifuge for 2 to 3 minutes at 10,000 to 15,000 x g (13,200 rpm).

14. Pipet atiqudts of neat and/or diluted extract (using)Tito microcentrifuge tubes for
real- CR analysis to determine human DNA concentration (refer to Section 4 of the

@ anual).

15. Store the extracts at 2 to 8°C or frozen.

16. Samples should be added to the next available Rotorgene Summary Sheet, saved to the
appropriate folder on the network pertaining to your casework group.

Revision History:
March 24, 2010 — Initial version of procedure.
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Sample sizes for this Chelex extraction should be approximately a 3x3mm cutting of tissue.

1.

10.

11.

12.

13.

14.

15.

Remove the extraction rack from the refrigerator. Extract either evidence or exemplars.
Obtain a tube for the extraction negative and label it. Have a withess confirm the order of
the samples.

Pipet 1 mL of sterile deionized water into each of the tubes in the extra@‘lack. Mix
the tubes by inversion or vortexing. (1/

Incubate at room temperature for 15 to 30 minutes. Mix occasp@by inversion or

vortexing. &

Spin in a microcentrifuge for 2 to 3 minutes at 10,000 to 00 x g (13,200 rpm).
Carefully remove supernatant (all but 30 65@. v \9

To each tube add: 20Q.of 5% Chel 0 Q@ -resuspended Chelex satjtio

1ulL of 20 W Pro e K
Mix using pipette tip. KO O
Ve )0
Vortex at high speed for 5 to @3 onds.

Incubate at 100°C for 8 @mes using a screw down rack.

Incubate at 56°C fo