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3. AT IVNY
1) Frgsaumnaaans
2) FVINYUBIADUNUNDS
3) NMTAATILALATOVIBTITIINGN
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4. Yszaun1salnnsaau

Yaantun1sAner | amg/dindvy/madvn NENGA/A1U1IN 493187391 U w.A.
NIy dinvineenans avedafansuay | MAE67-131 Introduction to 2567-Ua30u
Wednwal GAl Probability Theory

MAC62-242 Data Analysis

2567-Ua30u

SCM67-106 Data Analysis

2567-Yaq0u

Health Science Research

MAT67-112 Biostatistics for

2567-Yaqdu

MAT67-102 Calculus I

2567-YJaq0u

MAE67-111 Basic Calculus 2567
MAT61-107 Mathematics for 2567
Allied Health Sciences

C0S62-202 Programming |I 2567
MAT61-213 Biostatistics for 2567

Allied Health Sciences

5. NAUNVIANSINTANYY/NAaUTINgI TR UINeITNUS




5.1 ¥INYIUNUS 52U

1) Boolean model for biochemical processes related to effect of CHA in cancer cells.

5.2 NaUNNgITaUINGTNUS szAUUTeyyIn

5.3 ¥INYITNUS FzAUUIyyen
1) Expression network analysis of transcript levels under salt-stress condition of Thai

rice with time-series data and weighted graph.
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