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1 Education

September 2010 — August 2014:
Doctor of Philosophy (Ph.D) in Bioinformatics
National Chiao Tung University, Hsinchu, Taiwan
GPA: 4.28
Ranked first in the class of academic year 2010

June 2004 — September 2006:
Master of Science (M.S.) in Computer Science,
Chiang Mai University, Chiang Mai, Thailand
GPA: 3.88 (1% in class)
Ranked first in the class of academic year 2006

June 2000 — March 2004:
Bachelor of Science (B.S.) in Computer Science,
Chiang Mai University, Chiang Mai, Thailand
GPA: 3.59 (1% class honors)
Ranked first in the class of academic year 2004

2  Working

Dec 2015 — Present :
Lecturer at College of Arts, Media and Technology
Chiang Mai University, Chiang Mai, Thailand
Social Mining, Image Mining & Deep Learning



September 2014 — July 2015:
Postdoctoral at Intelligent Computing Lab
National Chiao Tung University, Hsinchu, Taiwan
Biological & Medical Image Analysis

October 2008 — March 2010:
Lecturer
Mealo University, Chiang Mai, Thailand
Digital Communications

June 2007 — October 2008:
Lecturer
Mae Fah University, Chiang Rai, Thailand
Computer Science

September 2006 — June 2007:
Researcher
Chiang Mai University, Chiang Mai, Thailand
Bioinformatics

3 Research Interest & Expertise

- Bioinformatics

- Biomedical Informatics

- Precision Oncology Data Science

- Computational Liquid Biopsy

- QSAR

- Optimization, Feature Selection and Data Mining
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5 Teaching Experiences

At Chiang Mai University
Lecturer (Lecture and Lab)
- Enterprise Database Management System
- Advance Computer Programming
- Design and Analysis of Data Warehouse
- Design and Analysis of Business Intelligence
Guest Speaker for seminar class (graduated student)
- Text Mining
Guest Speaker for seminar class (graduated student)
- Biolmage Informatics
Teaching assistant (Lecture and Lab):
- COMP 112 (Computer Programming)
- COMP 202 (IT2)
- COMP 211 (Computer Programming?2)
- COMP 219 (Java)
- COMP 218 (Assembly)
At Mae Fah Luang University
Lecturer (Lecture and Lab)
- Object Oriented Programming
- Mobile Programming
- Computer Games Concept and Design
- Data Warehousing and Data Mining
- Artificial Intelligent
- System Analysis and Design (Lecture only)

At Mae Jo University
Lecturer (Lecture and Lab)
- Web Design




6 Skills

Languages:
Thai: Native speaker
English: Listening Reading Speaking

Excellent Excellent Good
IELTS: 6.5, Toeic: 840

Chinese: Listening Reading Speaking
Good - Good

Computer Programming Language:
Currently:

Writing
Good

Writing

C, C++, PyThon, R, MatLab, Php, RapidMiner, PowerBI, Tableau

Has an experience .

CUDA, HTML, CSS, CMS, Visual Basic.NET, Java, Java script, ASP.NET,
ASP, SHELL script, XNA framework, C#.NET,Perl, Panda3D engine, Flash

Actionscript, OpenGL, SystemML etc.

Cetificate:
Java Certified
IBM Scalable Data Science Course Certificate

IBM Advance Machine Learning and Signal Processing Course Certificate



