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Review article

Current state and need for scientists on
genomic variants in Thailand

Rungnapa Ittiwut"*, Chupong Ittiwut’, Kanya Suphapeetiporn" *

!Excellence Center for Genomics and Precision Medicine, King Chulalongkorn Memorial Hospital,
Thai Red Cross Society, Bangkok, Thailand
’Department of Pediatrics, Faculty of Medicine, Chulalongkorn University, Bangkok, Thailand

Abstract

Shortly after the beginning of genomics Thailand action plan in 2020 forgesearch in genomics medicine
and standardized genetic testing in Thailand, the need fox s€ienfists 'on genomic variants has been
significantly increased to analyze, filter, prioritize, and categorize geneticivariations. Well-trained scientists
on genomic variants were assigned to look for disease-causing variants that predict the prognostic
impact of variants, as well as assess the risk of disease and disease prevention. Thus, various
short-term training courses in genomic variant analysi§ initiated by medical professional societies and
institutes have been developed to urgently train\scientists"on genomic variants. These courses were
recommended for individuals interested9fpursuing a career as scientists on genomic variants. However,
the courses left behind some specific questions teégatrding the exact responsibilities and duties a scientist
on genomic variants. This reviewiastiele provides both the details and characteristics of the scientist jobs
on genomic variants in Thailand a§'well as the qualifications of the trainees including their prerequisite
basic knowledge in medical sci€fges, molecular biology and genetics, genomic medicine, data science,
and the use of human genome databases. The article also provides the trainees an overview of both on-
site and online training_eeurses,in Thailand with an aim to enhance their understanding and skills in
collaborating effectivgly withiether healthcare professionals in the field of genomic medicine in the near
future.
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Figure 1. The process of managing data obtained from the NGS DNA sequencer consists of four steps including:
1) variant calling; 2) variant annotation; 3) variant filtering, prioritizing, and classification; and 4) genetic

counseling. The variant scientist is responsible for both step 2 and step 3.
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Table 1. Summary of the responsibilities, knowledge, and skills required fi ientists.
Responsibilities omm knowledge and skills
Variant filtering ter

Variant prioritization

)

Variant classification (A P guideline) "

Next-generation sequencing limitation

Report writing

lish reading skill for literature review

cience process skill

- Computer

- Genetics

- Human genetics

- Molecular genetics

- Clinical pathology

- Human genome database

- Computer

- English reading skill for literature review
- Genetics

- Human genetics

- Molecular genetics

- Clinical pathology

- Biology

- Molecular genetics

- Computer

- English reading skill for literature review
- Genetics

- Human genetics

- Molecular genetics

- Human genome database
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