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Personal identification by genetic analysis from teeth using SureSelect system
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The SNP of ABO blood genotype and mitochondrial DNA with the NGS system
analyzed by using capture library kit SureSelectQXT. In addition, analyzing the HaloPlex hereditary
arrhythmiarelated heart trouble research panel Human Panel:Ajilent).

Materials and Methods: DNA was extracted from blood stain samples.The experimental procedure was
followed the protocol of the SureSelect QXT Reagents kit.Result and Discussion: SNP analysis of ABO
blood genotype, mtDNA and Human Panel were done simultaneously and successful for all samples.By
analyzing the entire sequences of the chromosome 9, observe the novel mutation sites other than Exon
6 and 7 which are satisfactory to determine the ABO genotype. Moreover, mtDNA analysis revealed
that mtDNA could be classified into several systems. In addition to these results, numerous
mutations were found in Human Panel. These results suggested that the NGS analysis used in this
study is quite useful and can be applied to the personal identification
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Target ID| chr Interval

CASQ2 1 116243852-116311172

RYR2 1 237205812-237995957

CAV3 3 8775553-8787563

GPDIL 3 32148194-32207412

SCNSA 3 38591802-38674808

ANK?2 4 113825640-114300894

AKAP9 7 91570404-91739483

KCNH2 7 150642443-150675011

CACNB2 10 18429656-18828663

KCNE3 1 74168287-74168618

KCNQ1 11 2466319-2869243

SCN3B 1 123504841-123524519

SCN4B 1 118007732-118023398

CACNAIC | 12 2162719-2800375

KCNJ2 17 68171171-68172474

SCN1B 19 35521715-35530615

SNTAL 20 31996303-32031436

KCNE1 21 35821533-35621942

KCNE2 21 35742768-35743159
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2 Pre Capture PCR

Nuclease-free water 25 ul
5x Herculase  Reaction Buffer 10 pul

100 mM dNTP Mix(25mM each dNTP) 0.5 pl

DMSO 2.5 ul
SureSelect QXT Primer Mix 1 ul
Helculase  fusion DNA Polymerase 1 ul
DNA 10 pl

Total 50 pl

3 Pre Capture PCR

Segment Cycles Temp  Time
No.

1 1 68 2 min

2 1 98 2 min

98 30 sec

3 8 57 30 sec
T2 lmin_

1 72 5 min

5 1 4 Hold
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Pre-Capture PCR 12ul 40 60ng/ul
SureSelect QXT Fast Blocker Mix 5 pl
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Segment Cycles Tem Time

No. Y P
1 1 95 5 min
2 1 65 10 min
v s ] 1 min”
4 60 65 1 min
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5 1 65 Hold
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