) ofthcmxtochmdnalgmomechﬂedﬂ)eD-loop or‘hypervmbleeommlmgwn, lsknowntohzvevmabnhtywuhn.
the human population. Multiple copies ¢ of this region of mtDNA are generated using the polymense chain reaction
(PCR) The base composmon, or sequcnce. is then detenmne-" usmg automated DNA sequencing chemistry.’

.DNAwasnsola:ed ﬁomthescvmsubmmdsamplesandmnocbondnal DNA (mtDNA) sequcnoc analysxswas
performed. - 'IhemtDNAsequawcﬁmnthehmrmdmoe(’I‘BTG#ZO%—OSd—OB 04,05, 06, andO’I)wasoompamd
at hypervanablercgwn one (HV1) 2 and hypq'vmable region two.(HV2) with the cormspondmg mtDNA Tegions
&omﬂzsbloodstandzrdmfueubcsmnplcs(fBTG#ZODS—OSMluﬁOl) Approptmepomvcandneganve
conkolswerewmmmﬂymedﬂnougimmthemalyms. Appronmxtely700basepmrswemalyzedand
compatedforuchsample. R . ‘ , )

,'lhemtDNAsequenoe oflmr #10 CTBTG&2098-054-03 matdws thecon’espondmg mtDNAsequmce ofluu'_
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1 ,mheafo;.me'.mmNA‘seq‘moe pserved from o airs #11 and 2098-054-07) &
the blood reference from Hall (209&-054-02).‘ The mtDNA sequence obtained from specxmens 2098-054-04/07 =
> obmgi_inthnAFDILdanbaseasfollows OmBSOMmdualsofAﬁ'xmdacem.S
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erase.chiain réaction (PCR):.. Thus regiom is known to have variability . :-
~ DNA sequencing chemistry and gel ‘electrophoresis. The-base composition consists of adenine (A), cytosine -
(C), guanine (G), and thymine (T)- information is analyzed to. determine variability when compared -
' to a published standard sequence (Anderson, et al. 1981. Nature 200:457-465) that is presented as “Standard.”
< The sequence of the submitted cvidentiary material is compared to the sequence obtained from the reference(s).
The reported sequences as shown in the appendix correspond with the 610 base pair region represented in the .
National TWGDAM (Technical Working Group'on DNA Analysis and Methods) mtDNA Database. .

publishiod stindard sequence. ‘The following . -

. Adashed line indicates base positions that are identical to the

posslblecanse maybe the p;es,enoqofi:
- /A-predomi jes is ofte

“A-predominant length speci

%" represents the:first 10 cylosines observed, beginning at posifion 16184, The sequence ,

. % 7. for Hypervariable Region 2 represents the number of cytosines present in the-predominant base -
S .+ .7 "sequence. ‘When no i base sequence is observed, the imsertions jons that could notbe .
~ .. - “.confirmed are designated by a "N." - R PRI
po ald ot be confirined is designaied by a"N." -




