
Abstract



  

연구대상 및 추출방법1. total RNA

연구대상1)



추출방법2) total RNA

실험2. DNA Chip

1) Hybridizaton

2) Scanning and Image Analysis

3) Data Base Search

분석3. DNA Chip



일반화1. (Normalization)

유전자 선택2.

다중비교 결과1) (Multiple Comparisons)

Fig. 1. M-A Plot Before and After Normalization



단계적 분류방법 결과2)

체질 분류를 위한 판별분석3.

체질별 유전자에 대한 군집분석4.

Table 1. Selected Gene Count which It Follows at Level of Significance



Table 2. Selected Gene List which It Follows at Level of Significance
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Fig. 2. The Plot against the Average of the Individual Test Objects against Each Gene

Table 3. The Coefficient against Each Gene which it Follows in Discrimination Analysis



Table 4. The Gene List which is Classified with the Taeumin,

Soeumin and Soyangin

Fig. 3. Image Plot of Hierarchical Clustering



Table 5. The Gene List which is Selected with Duplication





Table 6. The List of Genes that Over Express in Taeumin

Table 7. The List of Genes that Over Express in Soeumin



Table 8. The List of Genes that Over Express in Soyangin






