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Minoru Yoneda, and Yasufumi Matsumura) Oral presentation at Mobile Genetic Elements
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Opportunity and Diversity: A year of A/ebsiel/l/a infections in hospital (Claire L.
Gorrie, Mirjana Mirceta, Ryan R. Wick, Louise M. Judd, Kelly L. Wyres, ---Ryota Gomi,
, Adam W. J. Jenney, Kathryn E. Holt) #Zfa¥ €

The Diversity of Alebsiella pneumoniae Complex in the Environment (Ryota Gomi, Kelly
L. Wyres, Louise M. Judd, Ryan R. Wick, Rebekah Henry, ---, David McCarthy, Kathryn E.
Holt) &% ¥
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F 25 =R %8 4 : Genomic Analysis of Antimicrobial-Resistant A/ebsiella pneumoniae in River
Water
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= % : Australia

HE# B2 : The University of Melbourne, Monash University (from January 2019)
B =4 % : Microbial Genomics Lab

ZAMZEES : Kathryn Holt

O

The University of Melbourne is an Australian public university, which is located in the center of
Melbourne city. The university was founded in 1853 and the second oldest university in Australia. I
studied in Bio21 Institute (The Bio21 Institute of Molecular Science and Biotechnology, Figure 1),
which is based at the University of Melbourne. This institute is relatively new (established in 2002)
and research groups studying biochemistry, cell biology, and bioinformatics are located in the
institute. Holt lab is one of those groups and specializes microbial genomics (Figure 2). There are four
postdoctoral researchers, one lab manager, four graduate students, and three masters students (or
honours students) in the group. Wet-lab experiments are mainly conducted by the lab manager, and
postdoctoral researchers and students usually perform computational analyses. They develop software

. (e.g., Unicycler: https://github.com/rrwick/Unicycler), and also use

developed software in their research. They have accounts for High
Performance Computing (HPC) facility and they use this facility for

bioinformatic analyses.

The research topics covered in the group are pathogen genomic
epidemiology (antibiotic resistance, transmission and infection control,
development of novel bioinformatics methods/tools, genomic analysis of
Klebsiella pneumoniae) and genomic analysis of bacterial communities
(human microbiome). I joined a research project focusing on genomic
analysis of environmental Klebsiella pneumoniae complex (a group of
bacteria including Klebsiella pneumoniae, Klebsiella quasipneumoniae,
and Klebsiella variicola). In the project, I analyzed phylogenetic
characteristics, virulence genes, antibiotic-resistance genes, and plasmid

Fig. 1 Bio21 Institute

contents of Klebsiella isolates. I had many chances to share and discuss

the results of my research with Dr. Holt and other lab members through



RMAEEFAMBAREER oarF70J5 4
BRERETOT S L

regular lab meetings and daily conversations (I gave a presentation in lab meetings once a month on
average). In February, Holt group did lab retreat, during which we went to Rye, a seaside resort town,
and tackled several reseach problems/projects (Figure 3). This was a nice opportunity for me to
discuss research topics that are not directly linked to my own topic (Klebsiella pneumoniae
epidemiology). In Feburuary, I also attended a conference on mobile genetic elements and made an

oral presentation. In addition to this presentation,

I am planning to write a paper on my research

project and submit it to an international journal.

During one-year-stay, I learned a lot of things,
from usage of bioinformatics software to
programming (R and Python). I also learned how
to efficiently manage laboratory through lab

meetings and discussion with PL.

We are still doing collaborative research and will

continue this collaboration for years to come.

Fig. 3 Scenes in lab retreat



