
LETTER TO THE EDITOR

ABA/ASB structural biology session II 2018

Marc Kvansakul1

Received: 9 April 2019 /Accepted: 15 April 2019 /Published online: 26 April 2019
# International Union for Pure and Applied Biophysics (IUPAB) and Springer-Verlag GmbH Germany, part of Springer Nature 2019

The afternoon structural biology session 2 on Monday,
December 3, featured an exciting selection of contemporary
protein structure–focused presentation. The session was
opened by Associate Professor Michelle Dunstone from the
Department of Biochemistry &Molecular Biology at Monash
University, who discussed the mechanism of action of the
MACPF/CDC family of pore-forming proteins. In particular,
Associate Professor Dunstone was focusing her latest struc-
ture of the C9 protein, a component of the complement cas-
cade which forms a critical arm of innate immunity (Spicer
et al. 2018). The C9 structure was determined to near-atomic
resolution using cryo-electron microscopy in a fully assem-
bled state within a lipid bilayer. Excitingly, her structure sug-
gested a novel mechanism for the assembly of MACPF/CDC
protein oligomeric complexes.

The next speaker was Professor Quan Hao from City
University of Hong Kong, who shared his recent advances
on understanding the enigmatic family of sirtuin proteins.
Sirtuins act as erasers or readers of posttranslational modifica-
tions by removing modifications such as acyl groups from
lysine residues on substrates, thus allowing sirtuins to modu-
late autoimmune and inflammatory processes with high effi-
ciency. A highlight was the description of the capture of an
intermediate deacetylation state for SIRT2, thus providing the
first atomic resolution evidence for a two-step catalysis model
(Wang et al. 2017).

The next three speakers were part of an exciting group of
early career scientists from Asia and Australia in structural
biology. Dr. Midori Murakami from the Department of

Physics at Nagoya University presented her work on an un-
usual rhodopsin protein from squid. She was able to determine
rhodopsin structures in different photoactivated states, thus
illuminating the structural transitions during photon absorp-
tion. Transition through the different states was achieved by
varying temperatures from 100 to 170 K during rhodopsin
illumination, thus allowing the capture of different stable ret-
inal configurations (Murakami and Kouyama 2015).

This was followed by Dr. Josep Font from the School of
Medical Sciences at the University of Sydney, who presented
data combining electrophysiology and X-ray crystallography
to understand the transit of chloride ions across excitatory
amino acid transporters such as the glutamate transporters.
In particular, he focused on the chloride ion permeation path-
way in the archaeal amino acid transporter GltPh.

The final speaker in the session was Sophie Hertel from the
EMBL node for SingleMolecule Sciences at the University of
New South Wales, who presented her recent attempts to as-
sembly the flagellar motor protein Flig on immobilized de-
signer DNA sequences in order to measure the kinetics of
Flig protein interactions during motor assembly.
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