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"% Sequence-related amplified polymorphism
' Target region amplified polymorphism

' Insertion/deletion polymorphism

'8 Satellite DNA

" Mini-satellite DNA

2% Microsatellite DNA

2! Simple sequence length polymorphism

%2 Short repeat sequence

> Tandem repeat sequence

** Differential display

¥ Reverse transcription PCR

%6 Differential display reverse transcription PCR
7 Representational difference analysis

2% Expression sequence tags

% Serial analysis of gene expression

% Single nucleotide polymorphism

*! Diversity array technology

*? Single feature polymorphism
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! Restriction fragment length polymorphism

* Single strand conformation polymorphic RFLP
3 Denaturing gradient gel electrophoresis RFLP
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* Simple sequence repeat

® Sequence tagged site

7 Sequence characterized amplified region

¥ Random primer-PCR

? Arbitrary primer-PCR

12 Oligo primer-PCR

1 Single strand conformation polymorphism-PCR
'> Small oligo DNA analysis

"> DNA amplification fingerprinting

'* Amplified fragment length polymorphism
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