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Introduction
Human DNA is the genetic material found in every cell except 

in erythrocytes [1]. DNA traces can be found is body fluids; 
including saliva, blood, semen, vaginal secretion, bones, teeth, 
hair and perspiration [2]. DNA is unique to every individual 
and DNA typing methodologies are continuously subjected to 
scientific and legal scrutiny [3]. Most of these typing methods 
are dedicated to nuclear DNA. DNA has been used as unique 
investigation material for forensic purpose since after Alec 
Jeffrey’s who first introduced restriction fragment length 
polymorphism (RFLP) in 1985 to identify the unique markers in 
the genetic material [4]. The method has been improved with the 
discovery of polymerase chain reaction (PCR) in the mid-1980’s 
a critical molecular biology technique [5]. With the advancement 
of technology, time required for DNA testing has been reduced 
from days to hours which made it possible to reduce the process 
of forensic investigation and judgment [6].

Mitochondria and Mitochondrial DNA
Mitochondria are specialized sub cellular organelles unique 

to the cells of animals, plants and fungi. They serve as power 
hub for various powering functions of the cells and organisms 
as a whole. Energy requiring cells have higher number of  

 
mitochondria and differ from cell to cell. They are situated close 
to the part of the cell that shows highest energy requirement [7]. 
They are self replicating and they increase in number by division 
throughout inter phase, and their division is not synchronized 
with the cell cycle. Cambridge sequencing is the standard 
sequence to which all the human mtDNA are compared [8]. Any 
variation in the mtDNA genome, from the Cambridge sequencing 
is named as polymorphisms. 

Control region of mtDNA is called D-loop which is highly 
polymorphic and hence is used for forensic purpose in criminal 
investigations. The length of this loci is 1100 bp and has two 
regions called (hypervariable regions) HVR-I and HVR-II [9]. 
Mitochondrial have been used as a tool for forensic identification 
since 1993 [10]. Mitochondria contain 2-10 copies of mtDNA, 
and there can be as many as 1000 mitochondria per somatic 
cell. In common, blood epithelial cells are preferentially used 
in forensic casework [11]; as a result, detection becomes 
extremely sensitive even in low amount samples. Some regions 
of the mtDNA genome appear to evolve at a rate of 5–10 times 
higher than that of single-copy nuclear genes. These regions are 
of interest for human identity testing because of their hyper-
variability consequent of the higher mutation rate [12]. 
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A growing area of forensic mitochondrial DNA (mtDNA) has been appreciated by forensic scientists and law enforcement agencies in many 
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successfully advance the investigation and prosecution of cases with limited biological evidences, such as bones, hairs and degraded skeletal 
remains. Defense attorneys are also increasingly requesting testing of samples with advancement of methods that may aid in exonerating their 
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Overview of Mitotyping Protocol
Most laboratories providing mtDNA service have very 

similar protocols [13]. All samples including DNA abundant 
blood reference samples are handled very carefully from the 
beginning of sample collection to sequencing. The primary 
reason for the approach is to avoid cross contamination between 
samples. The analysis is mainly based upon the strategy of 
polymerase chain reaction (PCR) amplifications that focuses 
upon control hyper variable regions HVR-I and HVR-II. The 
various steps of the mtDNA analysis include primary visual 
analysis, sample preparation, DNA extraction, PCR amplification, 
post-amplification, quantification, purification and automated 
DNA sequencing and data analysis. The case samples require 
individualize attention during PCR and sequencing phase 
either because of damaged DNA or because of sequence specific 
variation, such as length heteroplasmy or more specifically rare 
site heteroplasmy. Previous report suggested that handling of 
single sample is much easier than batch samples analysis [14]. 

Identification of Biological Samples from Crime 
Scene

 It is very important to observe the crime scene with optimal 
attention and the specimen related to biological samples. It is 
the first priority to follow the crime scene guidelines for sample 
collection which determines if the samples are subjected to 
mtDNA analysis or not. If the samples are blood or body fluids, 
sample needs to be examined with corresponding reference 
human specimen to decide the samples are human origin. Again, 
if the samples are degraded skeleton, teeth, bones or skull 
remains; forensic anthropologist needs to examine the samples 
for comparing with human reference samples for confirmation 
of the origin [15].

Sample Collection and Preservation
 Sample collection from the crime scene is followed by 

standard operating protocol (SOP) but inherent rigidity in 
case of mass disaster and bioterrorism, SOP for crime scene 
processing could be unwieldy and impractical. Therefore, 
consultation among different entities involved in a response 
should offer best practice options. The plan can be modified after 
scrutiny of the crime scene or information obtained during the 
process of investigation. The goal of a hazardous material crime 
scene investigator is to obtain sufficient biological agent and 
associated materials, when available, to support a meaningful 
analytical investigation for species and strain identification or 
for toxin identification. The biological agent itself, however, 
is not the only forensic evidence to consider. Related chemical 
and physical signatures, including by-products, and traditional 
forensic evidence, such as fingerprints, computer records, and 
trace evidence, can provide clues to the identity of the individual 
(s) who committed the crime. 

Place of sample, the method of sampling, and how many 
samples to collect are important considerations to obtain the 

right type, quantity, and quality of data to support attribution. 
Furthermore, it is essential to maintain the integrity of the 
evidence, to the extent possible, from the time of collection 
and during subsequent storage; otherwise, crucial and reliable 
forensic information can be lost [16]. Perhaps the best and 
most widely accepted approach for development of a sampling 
strategy in a particular case is to follow established guiding 
principles (for crime scene investigations) in combination 
with expert knowledge, including chemical and biochemical 
knowledge, investigative experience, and common sense. 
The results quality largely depends on the process of sample 
collection, transportation and storage. Once the samples are 
confirmed as human origin, they are collected into different 
container or plastic bags with numbering as per the number of 
crime scene. 

If the crime scene is remote area where refrigeration and 
drying is not possible, samples need to be air dried and make 
moisture free before sending to forensic laboratory. Samples are 
dried and placed into zip locked plastic bags with serial numbers. 
Blood that is in liquid pools should be picked up on a gauze pad 
allowed to air dry at room temperature and wrap the item in 
clear paper or in a brown paper bag without scrubbing the stain. 
The tissue samples can be asked from the pathologist to collect 
a section of liver, bone, and/or deep muscle tissue and freeze 
for typing. Transfer of evidence to a secure place with proper 
identity, and detailed information for sampling can be conducted 
in a controlled laboratory environment under appropriate 
sterile conditions. 

Sample Preparation
Once the samples are received by forensic scientist, cleaning 

is the first procedure to reduce exogenous human DNA samples. 
Blood and tissue samples are kept -20oC until analysis. Bone and 
teeth samples are sanded to remove any attached unwanted 
materials. Hair sample needs to be washed and sonicated for half 
an hour to remove dust, microbes and any other fine particles 
[17]. Using forceps and a scalpel cut a 2-3 cm region of the hair 
or hair shaft. A picture of the cutting should be taken at this time. 
If the hair is also to be tested for nuclear DNA, the mitochondrial 
DNA cutting should be away from the root. Place the unused 
portion of the hair onto the backing of a post-it note and return 
to the packaging.

Nomenclature of Forensic Samples 
Samples re-extracted for the purposes of duplication (new 

cutting): The suffix “dup” will be added to the sample name to 
identify separately the re-extraction sample from the original, 
and this suffix will be applied to these duplication samples 
throughout the second processing. Samples reamplified in order 
to improve on the quality of the results or for other purposes 
suffix “reamp” will be added to the sample name. If multiple 
reamplifications are necessary, the numeral 1, 2, 3, etc. will be 
added to the suffix.
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MtDNA Extraction
The prepared sample is extracted by phenol/chloroform or 

alkaline chemicals that separate the DNA from other biological 
materials, such as proteins, cofactors, ions etc [18]. Then it is 
centrifuged, sedimented and filtered to obtain purified DNA 
sample. For quick extraction, commercial extraction is well 
validated in almost all forensic laboratories. This sample is 
further subjected to polymerase chain reaction with HVR-I and 
HVR-II primers, where the sample is amplified, quantified and 
sequenced.

Sequencing of mtDNA 
Several methods have been adopted for mtDNA sequencing 

depending on the laboratory facilities. Direct sequencing is 
normally done using ABI 310/3130/3730/3730xl or Next 
Generation Sequencer (NGS). Distinct Laboratories were 
asked to sequence mtDNA HVR-1 region (16024–16365) from 
three bloodstains, proceeding in accordance with the protocol 
and strategies currently used in each individual laboratory by 
European DNA profiling group (EDNAP). The sequences are 
compared to determine if they match with maternal lineage or 
with FBI database. The analysts assess the results of the analysis 
and determine if any portions of it needs to be repeated. Finally, 
in the event of an inclusion or match, the Scientific Working 
Group of DNA Analysis Method (SWGDAM) mtDNA database, 
which is maintained by the FBI, is searched for the mitochondrial 
sequence that has been observed for the samples. The analysts 
then reported the number of observations of this type based on 
the nucleotide positions that have been read. 

Despite the diversity of methodologies used, all the 
laboratories reported the same results [19]. The successful 
result of this exercise shows that PCR based mtDNA typing by 
automated sequencing is a valid, robust and reliable means 
of forensic identification despite the different strategies and 
methodologies used by the different laboratories [18]. With 
the advancement of methodologies, Applied Biosystem’s 
SOLiD sequencing by ligation is also popular and practiced by 
some laboratories [20]. The method is used for whole mtDNA 
sequencing and also for targeted resequencing. Method includes 
sample preparation, emulsion PCR and substrate preparation, 
ligation chemistry, imaging and data analysis. Solid sequencing 
is 2 base encoding systems and provides 99.94% accuracy [21]. 
Solid system increases the flexibility of running two independent 
flow cells and increasing the research productivity. Solid system 
is good enough for large number of samples to detect SNPs and 
also for database enrichment for forensic laboratory. For the last 
ten years, Next Generation Sequencing (NGS) by Illumine has 
become popular. NGS delivers a single platform and workflow 
to overcome the wide range of difficult samples encountered in 
missing person.

Genetic analysis of mass fatality evidence with NGS let 
scientists to extract as much information as possible from highly 
compromised samples. It is possible to get clue of mutations and 

SNPs from the whole genome sequencing where several suspects 
and victims are involved. Population database is suggested 
to be used to convey information about the mtDNA profile’s 
rarity in case of evidence and reference sample ambiguity. 
The databases tend to represent the general major population 
groups of the potential contributors of evidence. The relevance 
and representativeness of these databases should be considered 
for forensic applications. Pair wise comparison of haplo types 
and genetic diversity has been used to assess the relevance and 
representativeness of these databases [22]. Currently, a fast and 
highly accurate mass spectrometer-based process for detecting 
the presence of a particular nucleic acid in a biological sample 
for diagnostic purposes is also being attracted to many scientists 
[23]. Mass spectrometry provides detailed information about 
the molecules being analyzed, including high mass accuracy. It is 
also a process that can be easily automated. 

Direct sequencing has several advantages; it is faster 
and produces more discrete results. The sequencing can be 
performed on formalin fixed tissues, on blood which was exposed 
to normal temperature, on cadaveric tissue and on hair samples. 
In compare to any other technique attempted in forensic 
laboratory, the multiplex mini sequencing of mtDNA provided 
high success rates [24]. Heteroplasmy is a problem for forensic 
investigators since a sample from a crime scene can differ from a 
sample from a suspect by one base pair and this difference may 
be interpreted as sufficient evidence to eliminate that individual 
as the suspect. Hair samples from a single individual can contain 
heteroplasmic mutations at vastly different concentrations and 
even the root and shaft of a single hair can differ. The detection 
methods currently available to molecular biologists cannot 
detect low levels of heteroplasmy. Furthermore, if present, 
length heteroplasmy will adversely affect sequencing runs by 
resulting in an out-of-frame sequence that cannot be interpreted 
[25,26].

Conclusion
It has been long years that scientific community has been 

trying to develop, validate and rationalize the use of mtDNA 
in forensic case study, thereby minimize the debate that arises 
in the courtroom. Rapidly developing biotechnologies offer an 
almost perfect tool for law enforcement agencies. The advantage 
of molecular genetics typing over any other methodology is in 
continuation and should not be considered with uncertainty. 
Although many of the quality assurance, quality control and 
interpretational guidelines used for PCR based DNA analyses 
apply to mtDNA analysis, there are some features of mtDNA that 
requires specific consideration. In majority of forensic samples, 
involving analysis of HVR-I and HVR-II of mtDNA genome, 
heteroplasmy is not observed. Heteroplasmy at more than one 
site may occur but at very lower frequency. 

The fact that heteroplasmy occurs more often than originally 
observed and the mechanism and rate of heteroplasmy are not 
well defined is often raised in acceptability challenges in an 
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attempt to exclude mtDNA evidence. But with careful evaluation, 
one can avoid erroneous interpretations. The forensic lab 
increasingly will be concerned about amplification competition 
between authentic DNA, contaminating modern DNA, and 
the occasional damaged postmortem DNA template. What is 
clear is that the small amplicon approach is highly successful 
at capturing degraded but abundant mtDNA from challenging 
samples and should be part of the testing repertoire for all 
missing persons and mass disaster programs. With the aid of all 
modern technologies, it is possible to analyze mtDNA for forensic 
laboratory with careful consideration of sample collection.

References
1.	 Peng Ji, Jayapal SR, Lodish HF (2008) Enucleation of cultured mouse 

fetal erythroblasts requires Rac GTPases and mDia2. Nature Cell 
Biology 10: 314-332.

2.	 Virkler K, Lednev IK (2009) Analysis of body fluids for forensic 
purposes: From laboratory testing to non-destructive rapid 
confirmatory identification at a crime scene. For Sci Int 188(1-3): 1-17.

3.	 Anthony JF Griffiths, Jeffrey H Miller, David T Suzuki, Richard C 
Lewontin, William M Gelbart (2000) New York:  WH Freeman An 
Introduction to Genetic Analysis. 7th edn.

4.	 Gill P, Jeffreys AJ, Werrett DJ (1985) Forensic application of DNA 
fingerprints. Nature 318: 577-579.

5.	 Innis MA, Myambo KB, Gelfand DH, Brow MA (1988) DNA sequencing 
with Thermus aquaticus DNA polymerase and direct sequencing of 
polymerase chain reaction-amplified DNA. PRONAS, 85(24): 9436-
9440.

6.	 Scientific Working Group on DNA Analysis Methods (SWGDAM) (2003) 
Guidelines for Mitochondrial DNA Nucleotide Sequence Interpretation. 
Forensic Science Communications 5(2): 1-5.

7.	 Buckleton JS, Krawczak M, Weir BS (2011) The interpretation of 
lineage markers in forensic DNA testing. Foren Sci Int 5(2): 78-83.

8.	 Anderson S, Bankier AT, Barrell BG, de Bruijn MHL, Coulson AR, et 
al. (1981) Sequence and organization of the human mitochondrial 
genome. Nature 290: 457-465.

9.	 Wilson MR, Stoneking M, Holland MM, DiZinno JA (1993) Guidelines 
for the use of mitochondrial DNA sequencing in forensic science. Crime 
Lab Digest 20(4): 68-77.

10.	Isenberg AR, Moore JM (1999) Mitochondrial DNA analysis at the FBI 
laboratory. Forensic Science Communications 1(2): 1-10. 

11.	Jobling MA, Gill P (2004) Encoded evidence: DNA in forensic analysis. 
Nature reviews 5(10): 739-751. 

12.	Gazi NNS, Jannatul Ferdous Tuli, Rokeya Begum, Rakesh Tamang 
(2014) Mitochondrial DNA control region variation from Bangladesh: 

Sequence Analysis for the establishment of forensic database. Forensic 
Medicine and Anatomy Research 2 (4): 95-100.

13.	Andréasson H, Asp A, Alderborn A, Gyllensten U, Allen M (2002) 
Mitochondrial Sequence Analysis for Forensic Identification Using 
Pyrosequencing Technology. Bio Techniques 32 (1): 124-133.

14.	Sreeshyla Huchanahalli Sheshanna, Usha Hegde, Meenakshi 
Srinivasaiyer, Balaraj BM (2014) Mitochondrial DNA: A Reliable Tool 
in Forensic Odontology. J Indian Acad Forensic Med. 36 (4): 407-410.

15.	Weichhold GM, Berk JE, Korte W, Eisenmenger W, Sullivan KM (1998) 
DNA analysis in the case of Kasper Hauser. Int J Legal Med 111(6): 287-
291.

16.	 Budowle B, Schutzer SE, Burans JP, Beecher DJ, Cebula TA, et al. 
(2006) Quality of sample collection, handling, and preservation for an 
effective microbial forensic program. Appl Environ Microbiol 72(10): 
6431-6438.

17.	Budowle B, Allard MA, Wilson MR, Chakraborty R (2003) Forensic and 
Mitochondrial DNA: Application, debate and foundations. Annu Rev 
Genomics Hum Genet 4: 119-141.

18.	Gazi NNS, Sharif MI, Asaduzzaman M, Chaubey G (2015) Evaluating 
the genetic impact of South and Southeast Asia on the peopling of 
Bangladesh. Legal Medicine 17: 446-450.

19.	Ecker (2014) Methods for Rapid Forensic Analysis of Mitochondrial 
DNA and Characterization of mitochondrial DNA heteroplasmy. United 
States Patent. 

20.	Sreeshyla Huchanahalli Sheshanna, Usha Hegde, Meenakshi 
Srinivasaiyer, Balaraj BM. 2014. Review Research paper, Mitochondrial 
DNA: A Reliable Tool in Forensic Odontology. J Ind. Acd. Forensic Med. 
36 (4): 407-410.

21.	Martin Kircher, Janet Kelso (2010) High-throughput DNA sequencing-
concepts and limitations. Bioessays 32 (6): 524-536.

22.	Kircher M, Sawyer S, Meyer M. (2012) Double indexing overcomes 
inaccuracies in multiplex sequencing on the Illumina platform. Nucleic 
Acids Res 40(1): e3.

23.	David J Aaserud, ZiqiangGuan, Daniel P Little, Fred W, McLafferty (1997) 
DNA Sequencing with Balckbody Infrared Radioactive Dissociation of 
Electrosprayed Ions. International Journal of Mass Spectrometry and 
Icon Processes 167-168: 705-712.

24.	Kinra SLP (2006) The use of mitochondrial DNA and short tandem 
repeat typing in the identification of air crash victims. Ind J Aerospace 
Med 50: 54-65. 

25.	 Rebecca S, Irwin JA, Parson W (2015) Mitochondrial DNA heteroplasmy 
in the emerging field of massively parallel sequencing. Forensic Sci Int 
Genet 18: 131-139.

26.	Wallace DC, Chalkia D (2013) Mitochondrial DNA Genetics and the 
Heteroplasmy Conundrum in Evolution and Disease. Cold Spring Harb 
Perspect Biol 5(11): a021220.

http://dx.doi.org/10.19080/JFSCI.2018.09.555755
https://www.ncbi.nlm.nih.gov/pubmed/18264091
https://www.ncbi.nlm.nih.gov/pubmed/18264091
https://www.ncbi.nlm.nih.gov/pubmed/18264091
https://www.ncbi.nlm.nih.gov/pubmed/19328638
https://www.ncbi.nlm.nih.gov/pubmed/19328638
https://www.ncbi.nlm.nih.gov/pubmed/19328638
https://www.ncbi.nlm.nih.gov/books/NBK21766/
https://www.ncbi.nlm.nih.gov/books/NBK21766/
https://www.ncbi.nlm.nih.gov/books/NBK21766/
https://www.nature.com/articles/318577a0
https://www.nature.com/articles/318577a0
https://www.ncbi.nlm.nih.gov/pubmed/3200828/
https://www.ncbi.nlm.nih.gov/pubmed/3200828/
https://www.ncbi.nlm.nih.gov/pubmed/3200828/
https://www.ncbi.nlm.nih.gov/pubmed/3200828/
https://archives.fbi.gov/archives/about-us/lab/forensic-science-communications/fsc/april2003/swgdammitodna.htm
https://archives.fbi.gov/archives/about-us/lab/forensic-science-communications/fsc/april2003/swgdammitodna.htm
https://archives.fbi.gov/archives/about-us/lab/forensic-science-communications/fsc/april2003/swgdammitodna.htm
https://www.ncbi.nlm.nih.gov/pubmed/21397888/
https://www.ncbi.nlm.nih.gov/pubmed/21397888/
https://www.nature.com/articles/290457a0
https://www.nature.com/articles/290457a0
https://www.nature.com/articles/290457a0
https://www.ncjrs.gov/App/Publications/abstract.aspx?ID=146991
https://www.ncjrs.gov/App/Publications/abstract.aspx?ID=146991
https://www.ncjrs.gov/App/Publications/abstract.aspx?ID=146991
https://archives.fbi.gov/archives/about-us/lab/forensic-science-communications/fsc/july1999/dnalist.htm
https://archives.fbi.gov/archives/about-us/lab/forensic-science-communications/fsc/july1999/dnalist.htm
https://www.ncbi.nlm.nih.gov/pubmed/15510165
https://www.ncbi.nlm.nih.gov/pubmed/15510165
http://www.scirp.org/journal/PaperInformation.aspx?PaperID=50778
http://www.scirp.org/journal/PaperInformation.aspx?PaperID=50778
http://www.scirp.org/journal/PaperInformation.aspx?PaperID=50778
http://www.scirp.org/journal/PaperInformation.aspx?PaperID=50778
https://www.ncbi.nlm.nih.gov/pubmed/11808686
https://www.ncbi.nlm.nih.gov/pubmed/11808686
https://www.ncbi.nlm.nih.gov/pubmed/11808686
http://medind.nic.in/jal/t14/i4/jalt14i4p407.pdf
http://medind.nic.in/jal/t14/i4/jalt14i4p407.pdf
http://medind.nic.in/jal/t14/i4/jalt14i4p407.pdf
https://www.ncbi.nlm.nih.gov/pubmed/9826086
https://www.ncbi.nlm.nih.gov/pubmed/9826086
https://www.ncbi.nlm.nih.gov/pubmed/9826086
https://www.ncbi.nlm.nih.gov/pubmed/17021190
https://www.ncbi.nlm.nih.gov/pubmed/17021190
https://www.ncbi.nlm.nih.gov/pubmed/17021190
https://www.ncbi.nlm.nih.gov/pubmed/17021190
https://www.ncbi.nlm.nih.gov/pubmed/14527299
https://www.ncbi.nlm.nih.gov/pubmed/14527299
https://www.ncbi.nlm.nih.gov/pubmed/14527299
https://www.ncbi.nlm.nih.gov/pubmed/26593988
https://www.ncbi.nlm.nih.gov/pubmed/26593988
https://www.ncbi.nlm.nih.gov/pubmed/26593988
https://www.ncbi.nlm.nih.gov/pubmed/20486139
https://www.ncbi.nlm.nih.gov/pubmed/20486139
https://www.ncbi.nlm.nih.gov/pubmed/22021376
https://www.ncbi.nlm.nih.gov/pubmed/22021376
https://www.ncbi.nlm.nih.gov/pubmed/22021376
https://www.sciencedirect.com/science/article/pii/S0168117697001304
https://www.sciencedirect.com/science/article/pii/S0168117697001304
https://www.sciencedirect.com/science/article/pii/S0168117697001304
https://www.sciencedirect.com/science/article/pii/S0168117697001304
http://medind.nic.in/iab/t06/i1/iabt06i1p54.pdf
http://medind.nic.in/iab/t06/i1/iabt06i1p54.pdf
http://medind.nic.in/iab/t06/i1/iabt06i1p54.pdf
https://www.ncbi.nlm.nih.gov/pubmed/26009256
https://www.ncbi.nlm.nih.gov/pubmed/26009256
https://www.ncbi.nlm.nih.gov/pubmed/26009256
https://www.ncbi.nlm.nih.gov/pubmed/24186072
https://www.ncbi.nlm.nih.gov/pubmed/24186072
https://www.ncbi.nlm.nih.gov/pubmed/24186072


Journal of Forensic Sciences & Criminal Investigation

How to cite this article: Gazi Nurun N S, Mohammad Z S. Mitochondrial DNA and Methods for Forensic Identification. J Forensic Sci & Criminal Invest. 
2018; 9(1): 555755. DOI: 10.19080/JFSCI.2018.09.555755.005

Your next submission with Juniper Publishers    
      will reach you the below assets

•	 Quality Editorial service
•	 Swift Peer Review
•	 Reprints availability
•	 E-prints Service
•	 Manuscript Podcast for convenient understanding
•	 Global attainment for your research
•	 Manuscript accessibility in different formats 

         ( Pdf, E-pub, Full Text, Audio) 
•	 Unceasing customer service

                   Track the below URL for one-step submission 
              https://juniperpublishers.com/online-submission.php      

This work is licensed under Creative
Commons Attribution 4.0 License
DOI: 10.19080/JFSCI.2018.09.555755

http://dx.doi.org/10.19080/JFSCI.2018.09.555755
https://juniperpublishers.com/online-submission.php
http://dx.doi.org/10.19080/JFSCI.2018.09.555755

	Mitochondrial DNA and Methods for Forensic Identification
	Abstract
	Introduction
	Mitochondria and Mitochondrial DNA
	Overview of Mitotyping Protocol
	Identification of Biological Samples from Crime Scene
	Sample Collection and Preservation
	Sample Preparation
	Nomenclature of Forensic Samples 
	MtDNA Extraction
	Sequencing of mtDNA
	Conclusion
	References

