
北海道大学
One Health フロンティア卓越大学院プログラム

One Health Allyコ ー ス

One Health on-site Training報告書

Hokkaido University 
WISE Program for 
"One Health Frontier Graduate School of Excellence" 
One Health Ally Course 
One Health on-site Training Report from 

Student Free Design Activities (One Health Collaborative Training) 

報告書Report

報告者」邑r,orter]

氏名[Full Name] 

学年[Year]

所属［Affiliation]

担当教員[Instructor]
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E-mail
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Barnes David Atomanyi 

Division of!3ioresources, IIZC 

Prof. Chie Nakajima 

し主 し 丁
Division ofBioresources, IIZC 

E-mail

凶
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※活動内容が判る様な写真や図表を加えて下さい。／ Provide photos, tables and figures that clearly show the activities during the period·

タイトル[Course Title]
|
StudentFreeDesignActivities-Module3 

実施期間［Periods] 112th May - 1神May 2025 

共同実施者 one 
[Other participants] 

言語[Language]

r ·  

実施場所[Location] akamura's Lab (Bioinformatics Center, Department oflnfection Metagenomics) 

申請時計画の実施報告[Rep01t how you carried out your plan in the application form] 

Did you follow the schedule you initially pla皿ed? Did you get the outcome(s) you expected? Please describe what 
you did during the activity period in detail. 

Yes, I generally followed the schedule I initially planned for the visit, and I was able to achieve the.core outcomes I 
aimed for. Each day was structured to progressively build on my skills in NGS data analysis and to apply specific 
pipelines to my non-tuberculous mycobacteria(NTM) dataset from Ghana. 

My打ip to Osaka Research Institute for Microbial Diseases 
(RIMD), Prof. Shota Nakamura's laborato1y closely aligned 
with the genomic component of my doctoral research on 
zoonotic tuberculosis and non-tuberculous mycobacteria(NTM) 
in Ghana. The primary goal was to deepen my expertise in 
advanced bioinformatics and genomic tools for analysing NTM 
isolates, particularly focusing on species identification, 
antimicrobial resistance (AMR) and vi.I-ulence gene profiling. 
Additionally, this opportunity was meant to support the 
development of some collaborative efforts towards a research 
publication based on the genomic fmdings. Picture with Prof. Nakamura (right) 

Prof. Matsumoto (left) 

I arrived in Osaka on May 12 and was warmly welcomed by Prof. Nakamura and his lab team. After an inh·oduction 
to the lab's ongoing research and computational infi·ash·ucture, I was guided tlu·ough the prelimil1a1y setup of my 
analysis envil·onrnent. This included configuring a Lmux-based system and mstallmg relevant Python packages for 






