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The development of specialized training programs for medical personnel, particularly nurses, clinical laboratory
technicians, and pharmacists, is considered critical for the promotion of genomic medicine throughout Japan. Specifi-
cally, medical personnel skilled at analyzing and understanding high-throughput genomic data are in high demand. In
this symposium, we will introduce the basic knowledge and skills necessary for processing genomic data.
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Fig. 1. Genomic Size of Human Genome

NGS data analysis flow

(=] | =
Sequencing by NGS ‘ ‘ .
d A -

U

Base sequences with quality score
@ Raw reads (FASTQ) (FASTQ format]
@ @ Align/Map to reference
i i Aligned and preprocessed reads
@ Intermediate files (BAM) (binary SAM format)
@ @ Variant callers
. A file contains information about variants
@ Variants (VCF) (variant call format)

@ @ Annotate variants

@ R t Report of variants with annotations
ER0L and potential therapies

Fig. 2. Experimental Flow of NGS-based Clinical Sequencing
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Fig. 3. Distribution of Somatic Mutation Frequency for Lung Adenocarcinomas
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