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Analysis of mitochondrial DNA in forensic samples is routinely carried out
by direct sequencing of hypervariable regions within the non-coding dis-
placement loop. Although the accuracy and sensitivity of this method can-
not be questioned, it is both time-consuming and labor intensive. Finding a
way to rapidly pre-screen forensic samples—prior to sequencing, to reduce
the number of samples that need to be sequenced—would greatly benefit fo-
rensic laboratories. Herein, we describe an assay for discrimination of DNA
from different individuals based on high-resolution melting analysis of the
two hypervariable regions HVI and HVII of the mitochondrial genome. By
clearly distinguishing the DNA melting curves of six different individuals,
we show that this assay has the potential to function as a rapid and inexpen-
sive pre-screening method for forensic samples prior to DNA sequencing.

The identification of forensic material is
routinely carried out by analysis of short
tandem repeats (STRs) within nuclear
DNA (1). However, in cases where the
DNA is degraded or only available in
scarce amounts, analysis of mitochondrial
DNA (mtDNA) is often useful due to its
high copy number per cell (2). Most of the
mtDNA sequence variation is condensed
within the hypervariable regions I and II
(HVIand HVII) (3) of the non-coding
displacement loop (D-loop). Forensic
mtDNA identification is carried out by
Sanger sequencing of HVI and HVII
allowing detection of the single nucleotide
polymorphism (SNP) variation occurring
within these regions (4). Although useful
and reliable, this method is laborious,
time-consuming and expensive. A simple
method to rapidly pre-screen crime scene
DNA (to exclude suspects and reduce the

number of evidence samples that need to
be sequenced) would facilitate the process
of forensic mtDNA analysis. Although
methods for rapidly genotyping mitochon-
drial polymorphisms have been reported,
these techniques are either destructive and
open-tube (5), or require the use of costly
allele-specific probes (6) or expensive mass
spectrometers (7).

High-resolution melting (HRM)
analysis is a novel, closed-tube method for
rapid analysis of genetic variation within
PCR amplicons (8). A wide range of HRM
applications have been reported, such as
SNP genotyping, mutation discovery, and
DNA methylation analysis (9-11). The
HRM technique was initially thought
to require the use of a new generation of
saturating DNA dyes (12); however, it
was recently shown to work equally well
with SYBR Green I, a non-saturating
dye (13-15). In HRM-designated instru-

ments, the decrease in fluorescence caused

by the transition of dsDNA to ssDNA
with increasing temperature is carefully
monitored and, with the aid of tailor made
analysis software, different genetic variants
can be discriminated by their character-
istic melting curves.

SuperConvection is a novel technology
to minimize thermal heterogeneity
within samples by inducing enhanced
mass-transport in the reaction mixture
(U.S. Patent no. 6783993) (16). We
have implemented this technology
into a new real-time PCR instrument,
QuanTyper-48 (AlphaHelix Molecular
Diagnostics AB, Uppsala, Sweden), along
with a sophisticated in-tube temperature
measurement system, which enables an
exact control of sample temperature
to further increase the sensitivity and
accuracy of HRM.

Herein, we present superconvective
HRM as a method for screening mtDNA
variation in forensic samples prior to
sequencing. Our objective was to develop
an assay that allows for the exclusion of
non-matching forensic material, thereby
reducing time and cost of mtDNA
sequencing, by discriminating between
different individuals based on their charac-
teristic high-resolution melting curves. This
is a proof-of-concept study and more work
will be done to further test the limits of
the procedure.

Genomic DNA. Genomic DNA from
six anonymous Swedish blood donors—
denoted B14, B15, B18, B20, C2, and
C5—wasused in the study. Blood samples
were collected after informed consent.
The DNA was isolated from whole
blood using the Wizard Genomic DNA
Purification Kit (Promega Corporation,
Madison, W1, USA). DNA concentration
was measured using a NanoDrop 1000
spectrophotometer (NanoDrop Technol-
ogies Inc., Wilmington, DE, USA)
and the samples were diluted to a final
concentration of 10 ng/uL. The DNA
samples were sequenced with respect
to HVI and HVII using the Big Dye
Terminator v. 3.1 Cycle Sequencing Kit
(Applied Biosystems, Foster City, CA,
USA) and an ABI PRISM 3100 genetic
analyzer (Applied Biosystems).

A/T SNP template DNA. Two
oligonucleotide pairs, corresponding
to the Y-chromosomal region
NCBI36:Y:20327149-20327198, were
synthesized to representan A/T and a T/A
genotype and were used as templates in the

A/T SNP PCR.
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Figure 1. Discrimination of two amplicons differing by a single A/T conversion on two high-resolution
melting (HRM) instruments. HRM curves resulting from amplicons containing either an A (shown in
green) or a T (shown in red) genotype on the QuanTyper-48 (upper panel) or the Rotor-Gene 6000
(lower panel). Each genotype was analyzed in duplicates.

Table 1. PCR primer sequences

PCR Primer name Sequence Amplicon length (bp)
M45 F AAATTGGCAGTGAAAAATTATA
A/T SNP 50
M45 R AAGCTCCTTCTGAGGTCC
I145F ATGCATTTGGTATTTTCGTCTG
HVII 242
11287 R TTGTTATGATGTCTGTGTGGAAAG
116105 F TGCCAGCCACCATGAATA
HVI 243
| 16348 R GACTGTAATGTGCTATGTACGGTAAA

A/T SNP PCR. Primers were designed
to flank the Y-chromosomal SNP position
NCBI36:Y:20327175 and amplify a 50-bp
amplicon from the A/T SNP template
DNA. The primer sequences are depicted
in Table 1.

HVI/HVII PCR. HVI and HVII
primer design is detailed elsewhere (17)
and the primer sequences are summarized
in Table 1. Briefly, primers were designed to
flank highly polymorphic regions of HVI
and HVII. The HVIamplicon is 243 base
pairs in length and spans from position
16105 to 16348 of the mtDNA genome
(18), while the HVII amplicon is 242
base pairs long and spans from position
45 t0287.HVII and HVIamplicon SNP
sequences for each of the six individuals are
summarized in Tables 2 and 3.

PCR was performed in 20-pL reactions
containing 1x PCR reaction buffer;

2.5 mM MgCl,; 0.04 U/pL Platinum Tag
Polymerase; 2 mM SYTO-9 fluorescent
DNA dye (all from Invitrogen, Carlsbad,
CA, USA); 0.4 uM each of forward and
reverse primer (biomers.net GmbH,

Ulm, Germany); 200 uM dNTPs (GE

Healthcare, Uppsala, Sweden); and 10 ng

genomic DNA (for the HVI/HVII PCR)
or 1 nM of A/T-oligonucleotide (for the
A/T SNP PCR).

A/TSNPPCR. Real-time PCR was carried
out either in a QuanTyper-48 supercon-
vective thermal cycler or a HRM-enabled
Rotor-Gene 6000 thermal cycler (Corbett
Research, Mortlake, New South Wales,
Australia). A program consisting of an
initial denaturation of 95°C for 2 min,
followed by 30 cycles of 95°C for 0 [5] s;
60°C for 3 [10] s; and 72°C for 8 [15] s
was carried out (numbers within brackets
are hold times for the Rotor-Gene 6000).
The samples were subsequently subjected

to a 65°C isotherm step for 10 [90] s
followed by a temperature gradient from
65°C to 85°C heating 0.1°C/s continuously
(QuanTyper-48) or 0.1°C per step with a
2-s wait at each step (Rotor-Gene 6000).
Total run times (including amplification)
were 19 min for the QuanTyper-48 and
72 min for the Rotor-Gene 6000. Each
genotype was analyzed in duplicates and the
experiment was repeated on two separate
occasions with consistent results.
HVI/HVIIPCR. Real-time PCR was
carried out in a QuanTyper-48 or a Rotor-
Gene 6000 with an initial denaturation
of 95°C for 2 min, followed by 35 cycles
of 94°C for 0 [5] s, 56°C for 3 [10] s and
72°C for 9 [15] s (numbers within brackets
are hold times for Rotor-Gene 6000). The
samples were subsequently subjected to a
70°C isotherm step for 10 [90] s followed
by a temperature gradient from 70°C
to 90°C heating 0.1°C/s continuously
(QuanTyper-48) or 0.1°C per step with a
2-s wait at each step (Rotor-Gene 6000).
Total run times (including amplification)
were 22 min for the QuanTyper-48 and 80
min for the Rotor-Gene 6000. Each sample
was run in triplicates for the HVII PCR
and in duplicates for the HVI PCR. The
experiments were repeated on two separate
occasions with consistent results.

The HRM data was analyzed using QT
analysis software Version 1.03 and Rotor-
Gene 6000 series software Version 1.7,
respectively. Raw fluorescence data was
subjected to normalization and temperature
shifting in order to remove background
fluorescence, make up for sample-to-
sample variation, and aid visual interpre-
tation and automatic grouping of similar
melting curves (temperature shifting is
not implemented in the Rotor-Gene 6000
software, thus Rotor-Gene data was only
normalized). Normalization intervals of
2°C were set in linear regions before and
after the melting transitions and the curves
were rescaled from 0% to 100%. Automatic
grouping of similar melting curves was
done using a shape-matching algorithm
within the analysis software.

Since no HRM studies have previously
been published for the QuanTyper-48,
we wanted to benchmark its performance
against one of the leading HRM instru-
ments (19) and investigate the beneficial
effects of the SuperConvection technology
(U.S. Patent no. 6783993) (16), imple-
mented in the instrument, on HRM.
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Figure 2. Discrimination of individuals based on the characteristic appearance of their HVIl HRM
curves. HVII type | curves representing individuals B14, B15, and C5 are shown in green; type Il
curves, representing B18 and B20, are shown in red; and type Ill curves, representing individual C2,
are shown in pink. Each sample was analyzed in triplicates.

Table 2. Grouping of the six individuals based on HVII type I, II, and Ill curves and the HVII variation

HVIl  Indi- HVII nucleotide positions referring to revised Cambridge reference sequence
type  vidual 73 89 93 150 152 195 199 204 207 250
B14 T G T A T (¢} T T T G T
| B15 T G T A Cc T T T T G T
Cc5 T G T A C (¢} T T T G T
B18 T G T A C C T (0} c - c
! B20 T A T A C T © T T G T
11 c2 C A c G Cc T C T T G T
HVII amplicon mtDNA sequences for each of the six individuals included in this study. Deviations from
the revised Cambridge reference sequence (rCRS) (21) are highlighted.

The increased intra-sample homogeneity
resulting from high-speed centrifugation
and directional heating (collectively
referred to as SuperConvection), along
with unique technical features such as an
in-tube temperature measurement system
and a continuous heat gradient (contrasted
by the stepwise heat gradients available in
all other HRM instruments) could poten-
tially enhance the quality of the analysis.

One of the most challenging tasks
for an HRM-enabled instrument is the
discrimination of amplicons differing by
asingle A/T SNP (9). The difference in
melting temperature between A/T and
T/A genotypes is approximately 0.1°C, and
very precise instrumentation is required in
order to separate their melting curves.

We compared the QuanTyper-48 to the
Rotor-Gene 6000 using short amplicons
containing either an A or a T variant that
were subjected to HRM on both instru-
ments (Figure 1). The two A/T and T/A
variants could clearly be discriminated
on the QuanTyper-48, showing a slightly
better separation compared with the
parallel result obtained on the Rotor-Gene
6000, indicating that superconvective
HRM has a sensitivity and resolution that
could improve HRM analysis.

To test our hypothesis that DNA from
differentindividuals could be distinguished
based on the melting curves generated by
the HVI and HVII amplicons, DNA
samples from six human individuals were
first sequenced with respect to the HVIand
HVII regions and then used as templates
in the HVI and HVII PCR reactions.
All samples were readily amplified under
the PCR conditions described, with cycle
threshold (Ct) values of ~15-18 for the
HVI PCR and ~18-22 for the HVII
PCR, giving distinct single bands when
examined by agarose gel electrophoresis
(data not shown).

At first the HVII fragment was
analyzed, as this region displayed a
larger number of variable positions than
HVT among the six samples we studied
(variation in 11 positions for HVII in
contrast to variation in 8 positions for
HVI). The HRM curves derived from
the HVII amplicon on the QuanTyper-48
were grouped into three distinct ‘HVII
types by the HRM software (Figure 2).
All curves contained two separate melting
transitions, indicating that the amplicon

consists of two distinct melting domains.
HVII type I curves (represented by
individuals B14, B15, and C5) and HVII
type LI curves (represented by individuals
B18 and B20) could be distinguished
from each other by the difference in the
first melting transition. The HVII type I11
curve (represented by individual C2) could
be distinguished from types I and II by its
late second melting transition.

To be able to discriminate between
individuals with HVII type I and type
II curves, we analyzed the melting curves
derived from the HVI amplicon (Figure
3). All three individuals that exhibited
HVII type I melting curves could easily
be resolved by their characteristic HVI
profiles by the HRM software. The two
individuals with HVTII type II melting
curves could equally easy be resolved by
their respective HVI melting profiles.
Grouping of the six individuals, based on
HVII HRM curves, and their respective
HVIIand HVISNP sequences, is detailed
in Tables 2 and 3.

HRM analysis of the HVII amplicon
alone allowed exclusion of 50-100% of the
individuals (depending on what sample
was considered the reference) with 11
out of 15 possible sequence combinations
being discriminated against (Table 4). The
combined use of HVI and HVII resulted
in 100% exclusion of all six individuals. In a
study by Divneetal. (20), DNA sequencing
of HVIand HVII resulted in an exclusion
rate of 70% in a material consisting of 90
forensic samples involving 16 cases, based
on two or more base pair differences.
Assuming that our HRM assay can discern
two or more base pair differences (which it
didin 11 out 13 cases; see Table 4) we antic-
ipate roughly the same success rate, but this
requires further testing. Regarding the
correlation between nucleotide sequence
and HVII curve type, it is apparent that
multiple SNPs within an amplicon can
compensate for each other, as is the case
for individuals B14 and B1S havinga T or
a C, respectively, at position 150, followed
bya C ora T, respectively, at position 152.
As a result, they present identical HVII
melting curves. Itis also obvious that SNP
variations in certain parts of the amplicon
are more important than others in deter-
mining curve shape. Variations in the
extremes of the amplicons presumably
have a smaller effect on the melting curve
shape compared with sequence variation
in the more central part of the amplicon.
Individuals B18 and B20 showed similar
HVII melting curves even though they
differ at seven SNP positions toward the
ends of the amplicon. We assume that this
somewhat limited resolution of HVII is
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Figure 3. Further discrimination of HVII type | and Il individuals based on the appearance of their HVI
HRM curves. The upper panel shows melting curves of individuals B14 (shown in green), B15 (shown
in red), and C5 (shown in pink). The lower panel shows melting curves of individuals B18 (shown in
green) and B20 (shown in red). Each sample was analyzed in duplicates.

Table 3. HVI variation among five individuals

HVI nucleotide positions referring to revised Cambridge reference sequence

HVIiitype Individual
16129 16132 16153 16223 16224 16298 16311 16347
| B14 G G G C c T (0
B15 G A G C T T T
" B18 A G T T T T
B20 G A G (0 T T T
HVI amplicon mtDNA sequences for each of the five individuals not excluded by HVII HRM analysis.
Deviations from the rCRS (21) are highlighted. | and Il (left column) refer to the HRM software assisted
grouping of sequences, based on the HVII amplicon, into ‘HVII types.’

second (but not the first) melt domain of
HVII, where higher GC content results
in a melting transition at a higher temper-
ature.

When analyzing mtDNA, it is
important to consider heteroplasmy (i.c.,
when different mtDNA genome variants
are present within one individual as a result
of mutations), since it might complicate the
interpretation of analysis results, for HRM
aswell as DNA sequencing. Length hetero-
plasmy is common in the ‘poly-C stretch’
of HVIL. Thus, we have used a primer pair
for HVII (Table 1) that does not include
the poly-C stretch. In most cases, point
heteroplasmies occur as single base pair
differences at hot spots, but can be found
atessentially any place within the mtDNA
genome. Consequently, a careful primer
design cannot circumvent this type of

an intrinsic property primarily of the 3
domain of the HVII amplicon, rather
than of the HRM technique. Never-
theless, resolution is achieved in one out
two cases where the samples differ by two
SNPsat HVII (Table 4). Furthermore, the
HVTI amplicon resolves individuals B18
and B20 based on a difference in two SNP
positions.

Amplicons used for HRM should be
longenough to contain sufficient sequence
variation for discrimination but still be
short enough to avoid overly complex
melting behavior. It is possible that the
resolution of the HVII amplicon could
be improved by splitting it into two parts
so as to divide the two melt domains into
separate amplicons. Besides amplicon size,
GC content also affects melting behavior,
which is evident for HVT as well as the

Table 4. Number of SNP differences at HVII between
the six different individuals

B15 B18

The color indicates whether the difference was
(green) or was not (red) resolved by HRM.

heteroplasmy. We think, however, that this
could be avoided if the assay is developed
to have a detection threshold of >2 SNDPs,
which would not allow the detection of
single base pair differences. Our HVII
amplicon did not allow discrimination of
individuals based on a single difference in
two out of two cases (Table 4). This will be
further optimized and evaluated on alarger
number of individuals; if the threshold is
>2 SNPs, we think it is fair to say that
point heteroplasmy is not a problem. It is
important to find adetection threshold that
excludes as many non-matching samples as
possible and that ensures that absolutely no
matching samples are falsely excluded. As
all matching samples are sequenced, false
inclusions will be easily identified. The
strategy of using at least two differences
to exclude samples is also in line with inter-
pretation guidelines for mtDNA sequence
analysis in forensic genetics (21).

Our objective was to develop an assay for
rapid pre-screening of mtDNA-variation
in forensic samples prior to sequencing,
allowing exclusion of non-matching
samples. The results presented here indicate
that the combined sequence variation
occurringin HVIand HVII regions of the
mtDNA does indeed generate satisfying
differences in melting curve shapes for the
discrimination of DNA from different
individuals. Our study also shows the
potential to increase the discriminatory
power of HRM by combininginformation
from two amplicons; thisis highlighted by
individuals B15 and B20, who share the
same HVI sequence and could thus never
have been separated by the HVI amplicon
alone. This indicates a high resolving power
of HRM at alow price and without much
effort, compared with other techniques
(5-7). However, since it is a proof-of-
concept study, additional work is needed
to further test the limits of our approach.

Prior to this study, three different
approaches have been described for rapid
genotyping of mtDNA sequence variation.
The first one (5) combines restriction
enzyme digestion of PCR amplified
variable regions with ordinary melting
curve analysis. This method is capable of



resolving amplicons differing by 3°C, a
30-fold lower resolution compared with
the method we present here. The open-tube
nature of this technique also increases the
risk of contamination, which is particu-
larly troublesome in forensic investigations.
The second approach is based on the use of
costly allele-specific hybridization probes
(6,20). In one case, one probe is required
per SNP and each SNP is analyzed as a
separate PCR reaction (6), which repre-
sents neither a rapid nor non-laborious
method. Probes can also be attached to
a solid support such as in the case of the
linear array assay for mtDNA variation
(20). This assay is a rapid and infor-
mative test but requires 2-3 h post-PCR
analysis. A third approach (7) relies on
mass spectrometry (MS) and may work
well as a screening method, but requires
DNA amplification in a PCR instrument
as well as expensive MS equipment on the
range of from $125,000-400,000 USD.
A combined qPCR and HRM instrument
like QuanTyper-48 is in the range of
$40,000-45,000 USD. Total hands-on
time and analysis time differ: HRM
analysis is done, without delay, directly
after the amplification and takes 3-4
min in the QuanTyper-48. MS analysis
requires a substantially longer time since
the samples have to be transferred and
loaded into the MS instrument, followed
by the MS run and subsequent data analysis
and interpretation. In the assay described
here, several SNPs were studied per PCR
reaction through the use of an intercalating
dye, saving both time and money.

As a control, parallel runs were
performed on a Rotor-Gene 6000. The
curve shapes we obtained using a Rotor-
Gene 6000 were quite similar, but
grouping of HVII melting curves was not
possible due to a somewhat larger spread
between replicates on the Rotor-Gene
6000 (Supplementary Figure S1). HVI
melting curves corresponded well between
instruments (Supplementary Figure S2).
The QuanTyper-48 features in-tube
temperature measurement and increased
intra-sample temperature homogenization
through SuperConvection. As a result,
the instrument allows for a continuous
(non-stepwise) heating of the samples
while continuously measuring fluorescence
data at a high acquisition rate. We believe
this is why the QuanTyper-48 exhibits
a somewhat greater HRM resolution
compared with the Rotor-Gene 6000.

HRM analysis represents a simple and
cost-effective screening method for the
detection of genetic variation within PCR
amplicons. Since PCR amplification is a
necessary part of analysis of forensic DNA

samples, a HRM-based pre-screening
assay could easily be integrated into the
laboratory routine. Using HRM, a large
number of crime scene samples can be
screened simultaneously for identification
of samples of interest for further DNA
sequencing analysis. As this is a proof of
concept study, more work will be done to
furcher test the limits of the procedure.

The QuanTyper-48 is manufactured
by AlphaHelix Molecular Diagnostics,
Uppsala, Sweden. L.E. and M.M. are
employed by AlphaHelix Molecular
Diagnostics AB.

—

.Reynolds, R., G. Sensabaugh,and E. Blake.
1991. Analysis of genetic markers in forensic
DNA samples using the polymerase chain
reaction. Anal. Chem. 63:2-15.
2.Szibor, R., M. Michael, I. Plate,
and D. Krause. 2000. Efficiency of forensic
mtDNA analysis. Case examples demon-
strating the identification of traces. Forensic
Sci. Int. 113:71-78.

3.Budowle, B., M.R. Wilson, J.A. DiZinno,
C. Stauffer, M.A. Fasano, M.M. Holland,
and K.L. Monson. 1999. Mitochondrial
DNA regions HVIand HVII population data.
Forensic Sci. Int. 103:23-35.

4.Allen, M., A.S. Engstrom, S.
Meyers, O. Handt, T. Saldeen, A. von
Haeseler, S. Paabo, and U. Gyllensten.
1998. Mitochondrial DNA sequencing of shed
hairs and saliva on robbery caps: sensitivity
and matching probabilities. J. Forensic Sci.
43:453-464.

5.Ye,].,E.J.Parra,D.M. Sosnoski, K. Hiester,
P.A. Underhill, and M.D. Shriver. 2002.
Melting curve SNP (McSNP) genotyping: a
useful approach for diallelic genotyping in
forensic science. J. Forensic Sci. 47:593-600.

6.Jiang, Y., T. Ellis,and A.R. Greenlee. 2004.
Genotyping Parkinson disease-associated
mitochondrial polymorphisms. Clin. Med.
Res. 2:99-106.

7.Hall, T.A.,B.Budowle, Y.Jiang,L.Blyn, M.
Eshoo,K.A. Sannes-Lowery, R. Sampath,
J.J. Drader, et al. 2005. Base composition
analysis of human mitochondrial DNA using
electrospray ionization mass spectrometry: a
novel tool for the identification and differenti-
ation of humans. Anal. Biochem. 344:53-69.

8.Reed, G.H.and C.T. Wittwer. 2004. Sensi-
tivity and specificity of single-nucleotide
polymorphism scanning by high-resolution
melting analysis. Clin. Chem. 50:1748-1754.

9.Liew, M., R. Pryor, R. Palais, C. Meadows,
M. Erali, E. Lyon, and C. Wittwer. 2004.
Genotyping of single-nucleotide polymor-
phisms by high-resolution melting of small
amplicons. Clin. Chem. 50:1156-1164.

10.Smith, G.D., B.E. Chadwick, C.

Willmore-Payne, and J.S. Bentz. 2008.

Detection of epidermal growth factor receptor

gene mutations in cytology specimens from

patients with non-small cell lung cancer

utilising high-resolution melting amplicon
analysis. J. Clin. Pathol. 61:487-493.
11.Wojdacz, T.K. and A. Dobrovic.
2007. Methylation-sensitive high resolution
melting (MS-HRM): a new approach for
sensitive and high-throughput assessment of
methylation. Nucleic Acids Res. 35:¢41.

12.Wittwer, C.T., G.H. Reed, C.N.
Gundry,].G. Vandersteen,and R.]J. Pryor.
2003. High-resolution genotyping by amplicon
melting analysis using LCGreen. Clin. Chem.
49:853-860.

13.Dufresne, S.D., D.R. Belloni, W.A.
Wells,and G.J. Tsongalis.2006. BRCA1 and
BRCA2 mutation screening using SmartCycler
IT high-resolution melt curve analysis. Arch.
Pathol. Lab. Med. 130:185-187.

14.Pornprasert, S., A. Phusua, S.
Suanta,R.Saetung,and T. Sanguansermsri.
2008. Detection of alpha-thalassemia-1
Southeast Asian type using real-time gap-PCR
with SYBR Greenl and high resolution melting
analysis. Eur. J. Haematol. 80:510-514.

15.Price, E.P., H. Smith, F. Huygens,
and P.M. Giffard. 2007. High-resolution
DNA melt curve analysis of the clustered,
regularly interspaced short-palindromic-
repeat locus of Campylobacter jejuni. Appl.
Environ. Microbiol. 73:3431-3436.

16.Martensson, G., M. Skote, M.
Malmgqvist, M. Falk, A. Asp, N. Svanvik,
and A. Johansson. 2006. Rapid PCR ampli-
fication of DNA utilizing Coriolis effects. Eur.
Biophys. J. 35:453-458.

17. Andreasson, H., A. Asp, A. Alderborn, U.
Gyllensten and M. Allen. 2002. Mitochon-
drial sequence analysis for forensic identi-
fication using pyrosequencing technology.
BioTechniques 32:124-133.

18.Anderson, S., A.T. Bankier, B.G.
Barrell, M.H. de Bruijn, A.R. Coulson,J.
Drouin, I.C. Eperon, D.P. Nierlich, et al.
1981. Sequence and organization of the human
mitochondrial genome. Nature 290:457-465.

19.Herrmann, M.G., J.D. Durtschi,
L.K. Bromley, C.T. Wittwer, and K.V.
Voelkerding. 2006. Amplicon DNA
melting analysis for mutation scanning and
genotyping: cross-platform comparison of
instruments and dyes. Clin. Chem. 52:494-
503.

20.Divne, A.M., M. Nilsson, C.
Calloway, R. Reynolds, H. Erlich, and M.
Allen. 2005. Forensic casework analysis using
the HVI/HVII mtDNA linear array assay. J.
Forensic Sci. 50:548-554.

21.Bar, W., B. Brinkmann, B. Budowle,
A. Carracedo, P. Gill, M. Holland, P.J.
Lincoln, W. Mayr, et al. 2000. Guide-
lines for mitochondrial DNA typing. DNA
Commission of the International Society for
Forensic Genetics. Vox Sang. 79:121-125.

Received 1 October 2008; accepted 29 April
2009.

Address correspondence to Magnus Molin,
AlphaHelix  Molecular Diagnostics  AB,
Kungsingsvagen 29, SE-753 23 Uppsala, Sweden.
email: magnus.molin@alphahelix.com



