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3.1

HEPEE locus
FERTE Gtk E R SO E

3.2

SENEEA allele
AT FIVR AL e AR (P AR R B A 72 5 IDNA Fr BE B RO S AL L TR

3.3

EEHE genotype
METE—NEE 2N B SRR 5
3.4
& F heterozygote
AEAR R [E R G AR [R] A7 B PSS A 5 RS AR [ 2 R R AN
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3.5

4 F homozygote
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3.6
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3.7
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3.8
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3.9
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3.12
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3.13
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3.14
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3.16
SIEEMNE high—throughput sequencing
RAMIEFZITMF massively parallel sequencing, MPS

T—{XMF next generation sequencing, NGS
ZfRMF second generation sequencing, SGS
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B EIRF base calling
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3.19

MFIEE sequencing throughput
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3.20
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3. 21

MERE sequencing depth
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EIR A IEfEZ accuracy of base calling
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I EIRA$EI1RZE inaccuracy of base calling
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3.24
HEIRARE quality of base calling
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3.25

SHSEFENMERELE allele coverage (count) ratio, ACR
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4  YEEEIE
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CPI ERFAFEMFEE (Combined Parentage Index)
DNA iM% bEI% 1. (Deoxyribonucleic Acid)
LR I#k% (Likelihood Ratio)

PI SER#E% (Parentage Index)
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