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ImB vIsION sTATEmENT

CREAtIVIty, MOtIVAtIOn And 

IntEllECtuAl fREEdOM are the vital 

components of scientific discovery and 

technological process, and underpin 

the research philosophy of the Institute 

for Molecular Bioscience.

Our research mission is to understand 

the information contained in our genes 

and proteins – the very foundation of 

our existence and health.

By understanding how and why 

humans and animals develop the way 

they do, we will be better equipped to 

understand the basis of our differences 

and how and why things go wrong in 

disease states like cancer. 

In time, our collaborative research 

will lead to improved therapies and 

diagnostics, enhancing our ability to 

combat common diseases and genetic 

disorders.

It will also give rise to new ideas, 

technologies and knowledge-based 

industries to improve the health and 

quality of life of future generations.
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chair’s message

“Chemists, biologists, 
bioinformaticians and other 
scientists work together 
under the one roof to solve 
problems facing our society 
and add to the world’s 
store of knowledge. But 
while this broad spectrum 
of research is undoubtedly 
an advantage, it also 
makes the IMB harder to 
pigeonhole ”

THE mULTIDIscIPLINARy NATURE of the 
Institute for molecular Bioscience is one of 
its great strengths. chemists, biologists, 
bioinformaticians and other researchers 
work together under one roof to address 
some of humanity’s most difficult problems. 
Their expertise spans a range of areas from 
biomedical science, to bioinformatics, to 
biofuels.

While this diversity undoubtedly yields 
advantages, it also means the ImB defies 
pigeonholing. It is not solely a cancer 
institute, nor a medical research institute, 
so it may not immediately spring to mind 
when people think of a certain disease. 
On the other hand, the ImB proves that 
it is possible to investigate and excel in 
a number of areas. For example, it has 
become one of Australia’s best cancer 
research centres, and is climbing the 
pinnacle held by international leaders.

Two developments in 2009 have augmented 
its authority in cancer research. The first 
was ImB’s selection as Australia’s base for 
contributions to the International cancer 
genome consortium. scientists in this 
network will, collectively, sequence the 
genomes of 25,000 tumours. This effort 
will result in unparalleled knowledge about 
the genetic changes that lead to tumours, 
and should result in more personalised 
treatments for cancer sufferers, based on 
the genetics of their tumours. 

Professor sean grimmond of the ImB leads 
the Australian mission, which is to sequence 
pancreatic and ovarian tumours. He used a 
$5 million grant from the Queensland state 
government to establish the Queensland 
centre for medical genomics, which will 
undertake the sequencing. The National 
Health and medical Research council gave 
its largest-ever grant - $27.5m – to the 
centre to ensure the success of the project. 

The second major cancer-related 
development was the receipt of $2.5 million  
from the Australian cancer Research 
Foundation (AcRF) to fund the AcRF 
cancer Biology Imaging Facility. It will 
complement an existing AcRF centre at 
ImB, with the new centre’s focus being 
fluorescent imaging, in which researchers 
tag both cancerous and healthy cells with 
fluorescent molecules. They can then track 
the cells’ movements, learning more about 
how healthy cells mutate into cancerous 
cells, and about metastasis, the process 
by which cancer cells spread beyond the 
primary infection site.

During 2009, institute teams have also 
made important inroads into other areas of 
research, and this progress is detailed in the 
following pages.

The foundations of such achievements are 
dedicated institute staff and supporters, and 
it is a pleasure for me to thank the board 
members, scientific Advisory committee 
members, research and professional staff 
and students for ensuring 2009 was an 
excellent year.

Professor Paul Greenfield, AO

Vice-Chancellor  
The University of Queensland 



ImB ANNUAL REPORT 20093

3 ANNUAL REPORT 2008

Director’s report

2009 HAs BEEN an outstanding year for 
the Institute, with announcements of large 
grants to fund new infrastructure and 
facilities, record success in the domestic 
competitive grant schemes for our 
researchers and a number of prestigious 
accolades and prizes for our group 
Leaders.

The chair has already mentioned in his 
report the outstanding work Professor 
sean grimmond and others have put 
into securing Australia’s place in the 
International cancer genome consortium, 
which aims to sequence the genomes of 
50 different types of tumours from 25,000 
individuals. The node of this international 
consortium that will be located within the 
ImB will be known as the Queensland 
centre for medical genomics. The centre 
will give medical researchers around 
the world a better understanding of the 
genetic changes that drive pancreatic 
and ovarian cancers, enabling them to 
better predict outcomes, provide more 
effective treatments for sufferers and 
create prevention strategies for risk 
groups. Funding for the establishment of 
this new centre has come from a number 
of sources including the NHmRc grant 
of $27.5 million, a Queensland state 
government grant of $5 million, money 
from The University of Queensland and the 
cancer council of NsW. The centre will 
use technologies from Applied Biosystems, 
a division of Life Technologies coporation, 
and (sgI) silicon graphics. We will be 
launching this new facility in early 2010. 

The AcRF cancer Biology Imaging Facility 
will also be launched in early 2010. This 
facility has been funded by a $2.5 million 
grant from the Australian cancer Research 
Foundation and will combine with the 
existing AcRF Dynamic Imaging Facility 
for cancer Biology at the ImB to provide 

the most sophisticated research facility 
in Australia for fluorescence imaging 
of cancer cells. The advanced laser 
microscopes in the facility will be used by 
researchers at the ImB and throughout 
Queensland to research the origins of 
cancer, develop new drugs and create 
prevention strategies for risk groups.

Professor Rob Parton had a spectacular 
start to the year with an announcement in 
late January that he had been successful 
in his application for an NHmRc Australia 
Fellowship. Rob’s five-year fellowship, 
worth $4 million, will allow him to 
investigate a microscopic vehicle with the 
potential to deliver treatments directly into 
cells. A week or two after his NHmRc 
Fellowship success, Rob was made 
a Fellow of the Australian Academy of 
sciences – an honour that is bestowed by 
scientific peers and acknowledges world-
class research and discovery. 

At the 2009 Lorne genome conference 
Professor John mattick was awarded the 
Julian Wells medal for his research work 
on non-coding RNA, acknowledgement 
of his outstanding contribution to our 
understanding of the organisation and 
expression of the genome. Later in the 
year Professor Peter koopman was 
awarded the 2009 Lemberg medal by the 
Australian society for Biochemistry and 
molecular Biology. Associate Professor 
Ben Hankamer spent two months in the 
United states on an Eisenhower Fellowship 
looking at industrial applications for his 
biofuel technology, and Professor David 
craik was awarded an Honorary Doctorate 
(honoris causa) from the University of 
kalmar in sweden.

In June, Professor Jenny martin was 
presented with an ARc Laureate 
Fellowship by senator kim carr, minister 
for Innovation, Industry, science and 

“2010 presents new 
challenges for the Institute 
with a major review of our 
State Government funding 
scheduled during the year. 
this will be the second 
quinquennial review of our 
State Government funding. 
Our first review took place 
in 2005 and we were 
successful in securing 
State Government support  
to 2014 ”
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Research. The Laureate scheme has 
evolved from the ARc Federation 
Fellowship scheme and is aimed at 
building research capacity in Australia. 
A couple of months later Professor kirill 
Alexandrov was advised that he had 
been awarded a prestigious ARc Future 
Fellowship, which aims to promote 
research in areas of critical national 
importance by giving outstanding mid-
career researchers incentives to conduct 
their research in Australia. 

These are just some of the highlights 
from a year of outstanding performance 
by both our research and support staff. 
ImB researchers distinguished themselves 
by achieving a 59 percent success rate 
in this year’s NHmRc competitive grant 
round – the best result at the University 
– as well as success in other competitive 

grant schemes such as the smart state 
Fellowship scheme (Dr mathias François) 
and the UQ Research Excellence Awards 
(Dr Josh mylne). 

Two new group Leaders arrived from 
overseas this year. Professor matt cooper 
joined us from cambridge in February to 
take up his NHmRc Australia Fellowship 
at the ImB in the chemistry and structural 
Biology Division, and Dr Ben Hogan joined 
us from the Netherlands in early December 
to take up a group Leader position in 
the Division of molecular genetics and 
Development. Welcome to both matt and 
Ben and we look forward to working with 
them in the coming year.

2010 presents new challenges for the 
Institute with a major review of our state 
government funding scheduled during the 

year. This will be the second quinquennial 
review of our state government funding. 
Our first review took place in 2005 and 
we were successful in securing state 
government support to 2014. We do not 
underestimate the challenges that face us 
with this second review but I am confident 
that the ImB’s performance across a 
range of key performance indicators will 
illustrate that we are making an important 
contribution to the future health and 
prosperity of the state. 

Professor Brandon Wainwright

IMB Director
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DepUtY Director  
(research) report

2009 HAs BEEN a fruitful year for the 
Institute for molecular Bioscience. ImB‘s 
people and research have continued to 
impact significantly across multiple scientific 
disciplines. ImB researchers have authored 
important papers in world-leading journals, 
and received auspicious awards, fellowships 
and invitations to speak at international 
conferences. New discoveries have gone 
into our development and commercialisation 
pipelines. Finally, ImB has continued to seed 
new research programs and new centres 
in its areas of research strength and in 
response to public need. 

Dr kate stacey, from the sweet group, 
led a team that had a paper published 
in Science at the beginning of the year. 
Dr stacey and her team discovered the 
genetic mechanism that lies behind a 
cell’s ability to ‘commit suicide’ through 
apoptosis if infected with a virus. This 

information is important in understanding 
how cells fight viral infection, and may also 
have implications for treatment of lupus.

ImB researchers were part of an 
international team that discovered 
how genes are controlled in mammals. 
The team, known as the FANTOm4 
consortium, found that gene expression 
is influenced by a network of regulatory 
elements, rather than a few master 
regulator genes. Professor John mattick 
and Professor sean grimmond, along 
with PhD students Ryan Taft and 
geoff Faulkner, each made important 
contributions to the series of papers that 
were published on this discovery. 

ImB continued to be successful in securing 
major funding to support our medical 
research efforts. Professors greenfield and 
Wainwright have already outlined ImB’s 
record grant from the National Health and 
medical Research council, which together 
with Queensland state government 
funding has served to establish the 
Queensland centre for medical genomics 
headed by Professor sean grimmond. 
A $2.5 million grant from the Australian 
cancer Research Foundation is being used 
to establish the AcRF cancer Biology 
Imaging Facility at ImB, due to be opened 
in early 2010. Both of these new centres 
acknowledge ImB’s ability to make a real 
contribution in the fight against cancer. In 
the latter half of 2009, ImB also established 
the centre for Diabetes Research and 
Prevention, headed by Professor george 
muscat, which in partnership with 
hospitals, the University and community 
groups, will focus research, clinical studies 
and public outreach efforts to tackle 
obesity and diabetes as major health and 
societal problems of obesity and diabetes. 
Queensland Treasurer Andrew Fraser 
launched Arachnoserver, a database of 
spider toxins developed by researchers 
from ImB and the Queensland Facility for 
Advanced Bioinformatics. The database 
will allow scientists from all over the world 
to share knowledge about spider toxins 
and work towards developing therapeutics 
and insecticides using spider venom.

Individual staff members were also 
recognised nationally. Professor 
melissa Little was selected for the 

NHmRc Research council, a position 
which will allow her to help steer the 
course of medical research in this country. 
Professors Wainwright and grimmond 
were invited to serve on committees for the 
International cancer genome consortium 
where they will have carriage over global 
research on cancer genomes. Professor 
kirill Alexandrov received an ARc Future 
Fellowship, which he will use to study 
protein prenylation.

ImB staff and students have been hard at 
work creating new programs and initiatives 
too. The ImB science Ambassador 
Program was launched, turning out its 
first ‘graduates’ in 2009. This program 
was initiated by ms maggie gentz, one 
of ImB’s graduate students, along with 
staff members Dr Amanda carozzi and 
Bronwyn Adams, to train young scientists 
in public relations and to help communicate 
ImB’s research outcomes to the public. 
This provides our graduate students 
and postdocs with fantastic training in 
the very important task of conveying the 
excitement, importance and relevance of 
our research back to the people for whom 
we work, the general public. Our quest 
to make discoveries that will benefit and 
improve the lives of people in Queensland, 
Australia and beyond also requires 
commercialisation, and ImBcom continues 
to help us in this area. In 2009, ImBcom 
reported new deals with international 
companies on the back of ImB research. 
you can read more about these on page 68.

Finally, one of the responsibilities of 
research, particularly given our location at 
The University of Queensland, is to train 
the next generation of scientists. I am 
very pleased to report ImB has recorded, 
year on year, growth in the number of 
graduate students trained. In 2009, 15 
PhD students graduated from our program. 
This is an outstanding result given the 
trend across Australia at present shows 
declining numbers of PhD students. We 
are implementing a number of initiatives in 
this area to ensure this success continues 
and I hope to report further good news in 
graduate training in the future. 

Professor Jenny Stow
IMB Deputy Director (Research)

“IMB continued 
to be successful in 
securing major funding 
to support our medical 
research efforts”      
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DepUtY Director 
(systems & administration) report

“IMB has been an 
institute long enough that 
some of our appointments 
were drawn from the ranks 
of IMB alumni, who have 
returned with the benefit 
of experience gained 
elsewhere ”

THE PRIOR REPORTs demonstrate 
the scientific strength of the ImB. This 
strength is due, in no small part, to the 
Institute’s team of support staff. These 
include technical staff, IT staff, finance 
and administration staff, marketing, 
postgraduate student administration, 
central sterilising, mail and stores. This 
team is dedicated and hardworking, and I 
would like to thank staff for supporting our 
researchers throughout 2009.

There was some turnover of senior 
staff during the year. ImB has been an 
institute long enough that some of our 
new appointments were drawn from the 
ranks of ImB alumni, who have returned 
with the benefit of experience gained 
elsewhere. safety manager charles Nelson 
left for new challenges after 18 years with 
The University of Queensland. He was 
replaced by Dr Paul Lovelock, who has 
played several roles at ImB in the past: 
postgraduate student, researcher and 
floor manager. We welcome him back 
into the ImB community from his most 
recent appointment, which was as safety 
manager at the Queensland Brain Institute 
(QBI). The ensuing vacancy at QBI was in 
turn filled by ImB’s Level 3 Floor manager, 
Dr Ross Dixon. The Level 3 Floor manager 
position was thus taken over by christine 
Fraser, while Dr James springfield, 
ImB’s Digital Imaging Officer, took on an 
expanded role as manager of the new 
AcRF Facility at ImB.

We also had some temporary departures 
among senior staff. Felicity Ray, HR 
consultant, went on maternity leave 
for a year. Joanne French, who worked 
previously at ImB, came back part-
time to fill in for Felicity, with ImB’s HR 
Officer caraine gomez ably filling the 
HR consultant role the rest of the time. 
Finance manager Angela gardner received 
a grant from the Australia council to spend 
time writing poetry in Ireland. Angela is a 
recognised poet who has previously won 
prizes for her work; she took advantage 
of the opportunity to spend a total of six 
months overseas working on her art and 
poetry. kathy Webb from UQ’s school of 
geography, Planning and Environmental 
management was seconded to ImB in 
Angela’s absence.

2009 also saw the establishment of two 
new research support facilities, each 
requiring refurbished dedicated space: 
the AcRF cancer Biology Imaging Facility, 
which represents a significant expansion 
of the previous AcRF-supported facility, 
now occupies space on Level 6, while the 
Queensland centre for medical genomics 
and its high-throughput DNA sequencing 
facility is located on Level 5. We also took 
the opportunity to create a new dedicated 
space for our IT Desktop support group, 
making them more available to their 
customer base. some laboratory groups 
were also relocated out of necessity during 
this time. The relative ease of most of 
these rearrangements underscores the 
success of the philosophy of flexibility and 
adaptability which underpinned the design 
of the Queensland Bioscience Precinct. 
I am confident it will continue to be an 
enjoyable place for researchers to work 
and allow the installation of cutting-edge 
equipment into the future.

We had many visitors throughout the year 
come to view our facilities, and also to hear 
about ImB’s research. visitors ranged from 
school students to government ministers, 
and represented both Australia and 26 
other countries. In total, over 3000 people 
visited the ImB in 2009.

Dr Ian Taylor
Deputy Director  
(Systems and Administration)
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a cure for cancer?

For researchers, this means each type of 
cancer may need a separate treatment, 
although the common properties of 
different cancers mean some strategies 
could work across a range of cancers. 
ImB scientists are tackling the problem 
from a number of angles: defining the 
origins of cancer, investigating the routes 
through which it spreads, developing 
treatments, improving current treatments 
through more accurate drug delivery and 
studying strategies for prevention.

cancer research requires not only 
dedicated and passionate scientists, 
but also cutting-edge equipment and 
secure funding. In 2009, ImB received 
two large grants that will propel cancer 
research forward at the Institute with the 
establishment of two new centres: the 
AcRF cancer Biology Imaging Facility 

and the Queensland centre for medical 
genomics. Both centres will focus on 
cancer, but will use different methods. 

The AcRF Facility will contain state-of-
the-art fluorescent microscopes, which 
will allow researchers to tag molecules 
with fluorescent proteins and track their 
progress. Facility users will study how 
healthy cells turn into cancerous cells 
and spread throughout the body. The 
AcRF cancer Biology Imaging Facility is 
the second facility at ImB to be funded 
by the Australian cancer Research 
Foundation. The initial imaging facility 
was opened in 2005, but the advent 
and increasing importance of fluorescent 
imaging convinced the Foundation it was 
worth providing the ImB with a further 
$2.5 million to buy new fluorescent 
microscopes and establish the most 

advanced imaging facility in the southern 
Hemisphere. It will officially open in early 
2010.

The first AcRF facility at ImB has been 
instrumental in cancer-related research. 
Professor Brandon Wainwright was 
one of the leaders of a team that 
discovered the origins of the often-
fatal brain tumour medulloblastoma. 
Professor Peter koopman and Dr mathias 
François identified a gene critical for the 
development of the lymphatic system, 
the route through which tumours spread. 
Professor Jenny stow is studying 
e-cadherin, a protein that suppresses 
tumours, for its potential as an anti-cancer 
drug. And Associate Professor Rick sturm 
is examining the genetics of pigmentation 
to discover how people with different-
coloured skin and hair respond to sun 

It’s one of the most sought-after goals in medical research but the reality is 

there will not be one sweeping cure for cancer. ‘cancer’ is not one illness, 

but rather a group of diseases that cause uncontrolled cell growth, where 

cells divide and multiply at a much greater rate than normal and invade 

surrounding tissues. Different types of cancer have varying triggers, and 

what cures one cancer may in fact aggravate others.

a cure for cancer?
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exposure in order to develop skin cancer 
risk profiles for individuals.

meanwhile, the Queensland centre for 
medical genomics (Qcmg) will sequence 
the genomes of tumours and compare 
them with similar non-cancerous tissue 
to determine the genetic changes that 
trigger tumour development. The centre 
will begin by sequencing pancreatic 
and ovarian tumours as part of the 
International cancer genome consortium 
(Icgc). This is a massive undertaking in 
which laboratories from around the world 
will sequence 25,000 tumours from 50 
different types of cancer. 

The Qcmg was established with a 
$5 million grant from the Queensland 
government, and funding for the project 
will come from a $27.5 million grant 
from the National Health and medical 

Research council (NHmRc). This is 
the largest-ever grant awarded by the 
NHmRc, which speaks volumes about 
both the importance of the research 
and the agency’s confidence in ImB’s 
ability to lead the project. Professor sean 
grimmond is Director of the Qcmg and 
will spearhead Australia’s involvement 
in the Icgc, which also includes vital 
contributions from the Peter maccallum 
cancer centre and the garvan Institute of 
medical Research.

As Professor Paul greenfield said in his 
message at the beginning of this report, 
ImB’s breadth of research makes the 
Institute difficult to classify, and means it 
perhaps isn’t immediately included when 
people think of cancer research centres. 
But the range of research conducted can 
be a bonus for those working on cancer. 
For example, Professor Rob Parton is 

studying nanovesicles, tiny shells that 
bud off from the surface of cells and can 
be engineered to target specific sites in 
the body. These discoveries highlight the 
potential of nanovesicles to deliver drugs, 
such as chemotherapy, in a targeted fashion 
that wouldn’t affect healthy cells. Another 
ImB research area closely linked to cancer 
is bioinformatics. The Qcmg generates a 
petabyte – a quadrillion bytes – of data 
per month, meaning it needs innovative 
ways of processing and storing data.

The ImB might not be thought of as a 
cancer research institute, but this diversity 
of research, along with the two new 
centres that will be launched in 2010, 
has positioned the institute as one of the 
leading cancer research hubs in Australia.

A cure for cancer may not be a reality yet, 
but it is drawing ever closer.

Senel Idrisoglu with a SOLiD sequencing system. The QCMG will have eleven of these sequencers when it officially opens in 2010.
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2009 imb highlights

IntERnAtIOnAl tEAM 
CRACkS MAMMAlIAn GEnE 
COntROl COdE
An international consortium of scientists, 
including researchers from ImB, probed 
further into the genome than ever 
before, discovering how genes are 
controlled in mammals as well as the 
tiniest genetic element ever found.

Their discoveries were published in 
three milestone papers in leading journal 
Nature Genetics. PhD student Ryan Taft 
led one paper, on which Professor John 

mattick was the senior author, while 
Professor sean grimmond was a senior 
author on another paper led by Dr geoff 
Faulkner.

“We have shown that instead of 
having one or a few ‘master regulator’ 
genes that control growth and 
development, there is a sophisticated 
network of regulatory elements that 
subtly influence the ways in which 
genes are expressed in different cells 
in the body,” Professor John mattick 
said.

This information will be very useful to 
medical and biological researchers, 
according to Professor sean 
grimmond: “We can use it to discover 
how cells transform from rapidly-
growing ‘blank slate’ cells to mature 
cells with a specific function. This 
knowledge will help us determine, 
for example, why some cells turn 
cancerous, or how to control stem cells 
for use in regenerative medicine.”

 IMB research discovers how 
dangerous dnA can cause cell 
suicide
A team led by Dr kate stacey discovered 
how cells sacrifice themselves for the 
greater good if they are infected with a 
virus, with viral DNA being the key to 
responding to the infection.

The cell is able to recognise foreign DNA 
because DNA in mammalian cells is 
contained within a structure known as the 
nucleus. The presence of DNA outside the 
nucleus, which occurs with viral DNA, is 
a sure sign something is wrong, and may 
indicate the presence of a viral invader. The 
research was published in top scientific 
journal Science.

 Research boosted by rapid 
protein production
UQ researchers led by Professor kirill 
Alexandrov have developed a novel 
cell-free protein production system that 
will allow more effective research into 
the molecular basis of disease and the 
development of new therapies. Proteins are 
involved in almost all biological processes, 
so the ability to manufacture large numbers 
of proteins to specification is very important 
for scientific research and medicine. 

“We have created a universal initiation 
sequence, so proteins can be produced 
in any organism. It’s a tool that allows us 
to put proteins rapidly through different 
systems to see which is better at making 
the protein.”

 new researcher uses 
nanotechnology to probe 
effectiveness of antibiotics
Professor matt cooper, previously based in 
the United kingdom, joined the ImB on an 
Australia Fellowship in February. Professor 
cooper will use his $4 million NHmRc 
fellowship to establish a research program 
in the development of antibiotics and 
antifungals that are active against drug-
resistant pathogens, in particular those 
responsible for hospital-acquired infections.

“ this knowledge will 
help us determine, for 
example, why some cells 
turn cancerous, or how to 
control stem cells for use in 
regenerative medicine ”
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 national honour for IMB scientist
Professor Rob Parton became the 
only newly-elected Queensland-based 
researcher to be selected as a Fellow of 
the Australian Academy of science, one of 
the highest scientific honours in Australia.

Professor Parton was selected for his work 
on the cell surface, which has a range 
of applications including the potential 
to improve drug delivery and better 
understand prostate cancer.

 uQ scientist to help guide future 
of Australian medical research
Professor melissa Little became one of only 
two Queenslanders to be appointed to a 
the National Health and medical Research 
council’s (NHmRc) Research committee. 
The committee advises on medical and 
public health research in Australia, as well 
as making recommendations on research 
grant applications and funding.

 Accelerating the discovery of 
drugs from venoms
A new method developed to identify 
and characterise individual molecules in 
the venom of animals such as the cone 
snail has the potential to accelerate the 
discovery of life-saving drugs.

A team from the ImB and Rockefeller 
University in New york have devised 
the method, which will speed up the 
sequencing of mini-proteins known as 
peptides and allow them to be screened 
for medical uses.

 finding a pathway to new virus 
drugs
ImB researchers took an important step 
in the characterisation of a viral infection 
pathway, which may potentially lead to 
the development of new drugs targeting a 
broad range of viruses including HIv and 
Ebola virus.

Dr michael Landsberg, in conjunction with 
four other scientists, recently solved the 
3D structure of a key controlling enzyme in 
the pathway of enveloped virus infection. 
A number of viruses appear to hijack this 
pathway to facilitate their own spread from 
infected to healthy cells within an organism.

imb 2009 highlights

RECORd fundS fOR  
CAnCER fIGht
A new ImB centre will give hope to 
patients with two of Australia’s most 
fatal cancers. Researchers used a 
$5 million grant from the Queensland 
state government to establish the 
Queensland centre for medical 
genomics, which will be based at 
the ImB and run by Professor sean 
grimmond. 

The centre will seek to unlock 
the genetic causes of ovarian and 
pancreatic cancer, and has already 
attracted extra funding, including 
$27.5 million from the National 
Health and medical Research 
council, the largest grant the 
NHmRc has ever awarded.

gRANTs

SpIdER SECREtS dECOdEd 
In wORld-fIRSt dAtABASE
Queensland scientists have 
developed a world-first database that 
catalogues the venom components 
from hundreds of spiders. 

Queensland Treasurer and minister 
for Employment and Economic 
Development Andrew Fraser launched 
the database, saying scientists 
worldwide were now better able to 
investigate how spider toxins could 
be put to good use as natural insect 
sprays or pain killers.

 the smallest turn – an alpha-
helical bond mimetic
A new approach has been developed to 
mimic helices that occur frequently within 
proteins and peptides and often present an 
interaction site for other proteins. A team 
led by Professor Paul Alewood developed 
the approach; such a mimetic will underpin 
new peptidomimetic drugs of the future. 
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 Multi-million dollar world-leading 
cancer imaging facility at IMB
A $2.5 million grant from the Australian 
cancer Research Foundation (AcRF) 
will be used to establish a world-class 
cancer imaging centre at The University 
of Queensland’s Institute for molecular 
Bioscience (ImB).

The AcRF cancer Biology Imaging 
Facility will be the most advanced 
imaging research facility in the southern 
Hemisphere when it opens in early 
2010. It will allow researchers to study 
the progression of cancer cells and their 
interactions with healthy cells.

 $10 million for IMB research 
into superbug drugs, sexual 
development and brain tumours
Researchers from the Institute for 
molecular Bioscience won nearly $11 
million in grants from the NHmRc for 19 
projects ranging from developing drugs 
targeting superbugs to studying disorders 
of sexual development and examining brain 
tumours.

 $6 million in research grants for 
IMB
ImB researchers received a $6.4 million 
boost from the Australian Research council 
for 11 projects ranging from using genes 
to predict skin cancer risk to developing 
a more efficient system to recombine 
proteins. Professor kirill Alexandrov 
received The University of Queensland’s 
largest Discovery Projects grant - 
$1.5 million to study posttranslational 
modifications of proteins critical for a 
multitude of normal cellular functions. 

 pain research receives $6.4 
million boost
Professor Richard Lewis received $6.36 
million from the NHmRc to develop new 
drugs to treat chronic pain. 

“The goal of our research is to improve 
treatments for pain, especially persistent 
pain, which remains a poorly managed 
global health burden,” Dr Lewis said. “We 
are investigating the venom from animals 
such as cone shells to develop a new 
class of pain killers that can treat persistent 
pain.”

 International fellowship for 
biofuels researcher
Associate Professor Ben Hankamer won 
an Eisenhower Fellowship to meet with 
political and business leaders from the 
U.s. in an effort to fast-track algal biofuel 
development. These prestigious fellowships 
were awarded to people identified as 
international leaders in areas of energy, 
technology and supply, with only two 
fellowships assigned to Australia.

The fellowship allowed Dr Hankamer 
to tailor an initial six-week program of 
meetings with researchers, senators and 
members of congress from both sides of 
the biofuels debate, and top cEOs from 
industry organisations including microalgae 
producers, biofuel producers and the 
transport industry.

IMB RESEARChER wInS 
pREStIGIOuS AuStRAlIA 
fEllOwShIp
Professor Rob Parton will use a $4 
million Australia Fellowship from 
the National Health and medical 
Research council (NHmRc) to 
investigate a microscopic vehicle 
with the potential to deliver 
treatments directly into cells.

“A serious problem with many 
treatments today, especially for 
cancer, is that they kill healthy cells 
as well as diseased cells,” Professor 
Parton said. “Targeted drug delivery 
systems, in which the drugs are 
enclosed in a vehicle that is targeted 
towards specific sites in the body, 
can avoid this problem.”
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 IMB looks to the future of 
research with ARC fellowship
Improvements in technologies for 
diagnostics and drug development is 
one of the possible outcomes of an ARc 
Future Fellowship awarded to Professor 
kirill Alexandrov. He will use it to create 
fluorescent protein molecules that will allow 
researchers to watch complex biochemical 
processes in living organisms.

 IMB links up for better research
Professor Richard Lewis leads a team 
that received $424,000 from the ARc’s 
Linkage Infrastructure, Equipment and 
Facilities scheme to establish an advanced 
molecular discovery and characterisation 
facility in conjunction with RmIT University. 

Professor Lewis said the facility would 
accelerate the discovery of drugs from 
natural products by providing dedicated, 
state-of-the-art facilities for testing the 
suitability of molecules from organisms 
such as cone snails for use as potential 
pharmaceuticals.

imb 2009 highlights

Dr marcel Dinger received a $150,000 
Queensland government smart 
Futures Fellowship to examine 
stretches of the genome that don’t 
contain genes. 

He will screen sections of non-coding 
RNA to determine their function.

He is part of a team of researchers led 
by Professor John mattick, who believe 
non-coding RNA plays a role in directing 
development in complex organisms 
such as humans. The research has 
the potential to greatly improve 
knowledge about the molecular basis of 
development and disease. 

dElVInG IntO junk dnA yIEldS fEllOwShIp 

Professor Jenny martin received 
a $3.1 million Laureate Fellowship 
from the Australian Research council 
(ARc), which she will use to develop 
a new class of antibacterial drugs that 
may avoid the problems of antibiotic 
resistance.

“Bacteria develop resistance because 
antibiotics work by killing most 
bacteria, leaving only the resistant 
bacteria alive,” Professor martin said. 
“my research will address this by 
developing compounds that won’t 
kill bacteria, but rather will inactivate 
a specific bacterial machinery 
responsible for causing disease.”

IMB RESEARChER AwARdEd pREStIGIOuS AuStRAlIAn lAuREAtE fEllOwShIp
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 Vietnam brings a new research 
generation to uQ
An ImB PhD student is one of five 
researchers who will share in a $1 million 
University of Queensland scholarship 
package. ImB’s scholarship winner, ms 
Duong minh Tam, will work to advance 
knowledge of the role of a gene, sox18, in 
the development of the human lymphatic 
system. Lymphatic vessels are the route 
through which tumours spread throughout 

the body, so ms Duong’s research has 
the potential to enable treatments that will 
reduce the cancer death rate.

ms Duong’s research may also have the 
potential to explain why the lymphatic 
vessels sometimes develop abnormally, 
causing diseases such as Hypotrichosis-
Lymphedema-Telangiectasia and 
secondary lymphedema, and suggesting 
targets for treatments for these diseases.

AWARDs

 fertile ground for research bears 
medal
Professor Peter koopman was recognised 
by the Australian community of 
biochemists and molecular biologists by 
being awarded the 2009 Lemberg medal. 
The medal is presented by the Australian 
society for Biochemistry and molecular 
Biology (AsBmB) to a distinguished 
Australian molecular biologist.

Professor koopman was one of the 
discoverers of the sry gene, which 
determines gender in mammals, and is a 
world expert in the genetics of male and 
female development. He has identified 
many genes associated with these 
developmental pathways.

 Award for junk dnA research
Professor John mattick was presented with 
the Julian Wells medal at the Lorne genome 
conference in march, an acknowledgement 
of his achievements and years of service 
to Australian genome science. Professor 
mattick’s research focuses on showing that 
there is another layer of information in the 
genomes of humans and other complex 
organisms, beyond the conventional 
protein-coding genes.

The medal is presented to an Australian 
scientist who has made a significant 
contribution not only to genome science 
but also to the development of this field in 
Australia, as well as to the Lorne genome 
conference. 

RESEARCh AwARd tO 
fund plAnt-GROwn 
dRuGS
Dr Joshua mylne was presented with 
a Research Excellence Award to fund 
his work into using plants to produce 
pharmaceuticals. He is adapting a 
natural machinery found in plants to 

manufacture small circular proteins for 
use as therapeutic drugs.

small proteins (peptides) can target 
cancer-causing enzymes with pinpoint 
precision, but they are costly to 
manufacture and are susceptible 
to breakdown. circular peptides 
produced in plants solve both these 
problems.
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 IMB gene researchers leading 
the State
ImB researchers proved the Institute is home 
to some of the best minds in the state when 
they won two of the three categories at the 
Queensland Premier’s Awards for Health and 
medical Research, held as part of medical 
Research Week in June.

Dr mathias François won first prize in the 
Postdoctoral Researcher Award for his 
work demonstrating that the gene sOX18 
triggers the development of the lymphatic 
vessels in mice. Dr Nicole cloonan was 
runner-up in the same category for her 
research into personalised medical 
genomics, particularly in the field of cancer. 
Dr geoff Faulkner won first prize in the 
postgraduate student section for research 
on retrotransposons undertaken while he 
was a PhD student. 

 Student awards
Reena Halai, a PhD student from the craik 
group, won no less than five awards in 
three months in 2009. she won a travel 
bursary to attend the American Peptide 
symposium, where she was awarded the 
young scientific Investigator poster award. 
ms Halai repeated the feat at the HOPE 
meeting, where she won both a travel 
award and Best Poster Presenter. she also 
won a travel award to the 8th Australian 
Peptide conference.

Lindsey mcFarlane (Wilhelm group) came 
first in the ImB division of UQ’s Three-
minute Thesis competition with his talk on 
his PhD, which involves introducing RNA 
into cells in order to interfere with protein 
production, effectively silencing target 
genes. mr mcFarlane is studying how to  

silence genes in carp, in order to genetically 
manipulate the fish into only being able to 
produce sons. This would eventually cause 
the carp to breed themselves out.

Rhonda kan from the Wainwright group was 
runner-up with a description of her research 
into basal cell carcinomas. Both ms kan 
and mr mcFarlane went on to compete 
at the UQ Institutes semi-final, where mr 
mcFarlane won the People’s choice award.

The Queensland branch of the Australian 
society of medical Research held its 
Postgraduate student conference in late 
may to coincide with medical Research 
Week. Rehan villani from the Wainwright 
group won first prize for her poster oral, 
with an abstract titled, “The role of Patched 
in adult skin and basal cell carcinoma 
development”, while kylie Alexander won 
third prize with her abstract, “macrophages 
are novel and critical participants in bone 
healing”. 

Rodrigo morales from the Alewood group 
won ‘Best protein-focused abstract’, an 
award bestowed by the Queensland Protein 
group, for his presentation titled “Role of 
the N-terminal AvITg for the structure and 
pharmacological function of the Prokineticin 
Bv8 in the sH-sy5y neuroblastoma cell 
line”.

kevin chen, a PhD student from the martin 
group, was awarded first prize in the poster 
competition at the crystal 26 meeting of the 
society for crystallographers in Australia 
and New Zealand. His poster was titled 
“A structural genomics approach to the 
structure determination of macrophage 
proteins”.

cOmmERcIALIsATION

 IMBcom and pROlOR Biotech 
enter into non-exclusive technology 
licence
PROLOR Biotech Inc took out a non-
exclusive licence to UQ’s human growth 
hormone (hgH) receptor cell line. Developed 
by Professor mike Waters, the line is 
significantly cheaper and more reliable 
than other hgH assays, and does not use 
animals for testing. 

 Queensland’s IMBcom and 
Sequenom enter into an exclusive 
technology licence
ImBcom made a deal with sequenom to 
take out an exclusive licence to UQ’s Foetal 
cell Isolation and Enrichment Technology. 
This technology allows diagnostic screening 
of a foetus using cells from a pap smear, 
eliminating the need for invasive techniques 
such as amniocentesis. This technology 
potentially improves the safety margin 
when testing for sex determination, 
genetic defects, paternity profile and DNA 
fingerprinting.

 IMBcom partners with wyeth and 
Cyclogenix
ImBcom has entered into licence 
agreements with cyclogenix Ltd., 
a U.k.-based company, and Wyeth 
Pharmaceuticals, one of the world’s largest 
pharma companies.

ImBcom has granted cyclogenix licences to 
cyclotide peptide technologies developed 
by the ImB. In turn, cyclogenix has entered 
into licence and research agreements 
with Wyeth, which will have rights to the 
novel drug discovery platform for use in 
generating therapeutic peptides.

imb 2009 highlights
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pROfESSOR fRAnk GAnnOn
Frank gannon is the Director general of 
science Foundation Ireland. From 1994-
2007, Frank gannon was the Executive 
Director of the European molecular Biology 
Organisation (EmBO), secretary general of 
the European molecular Biology council, 
and senior scientist at the European 
molecular Biology Laboratory (EmBL) in 
Heidelberg, germany. His major research 
interest is the Estrogen Receptor as a 
Transcription Factor and he has published 
over 200 research articles. He serves on 
a number of scientific advisory boards at 
institutes throughout the world.

dR RuSSEll hOwARd
Dr Howard is cEO and founder of Oakbio 
Inc., a cleantech company working on 
developing water processing systems. He is 
also a founder and former cEO of maxygen, 
a company focused on optimisation and 
development of significantly-improved 
proprietary versions of several marketed 
protein pharmaceuticals. Originally trained in 
biochemistry and chemistry at the University 
of melbourne, Dr Howard spent over 20 
years studying infectious diseases, primarily 
malaria. Before joining maxygen, Dr Howard 
served at research institutes, biotechnology 
companies and a pharmaceutical company 
both in Australia and overseas. In addition to 
numerous patents, Dr Howard has over 140 
publications in peer-reviewed journals.

pROfESSOR pAul GREEnfIEld 
AO (ChAIR)
Professor Paul greenfield, AO, is vice-
chancellor of The University of Queensland. 
Professor greenfield graduated with 
first-class honours in chemical Engineering 
from the University of New south Wales 
(UNsW) and worked in the private sector 
before completing a PhD at UNsW. He then 
moved to csIRO before winning a three-
year fellowship to the U.s. In 1975 he joined 
The University of Queensland as a lecturer 
in chemical engineering, and a decade later 
became Head of Department and then 
Pro-vice-chancellor (Physical sciences 
and Engineering) before being appointed 
an inaugural Executive Dean in 1997. From 
2002 to 2007, he served as UQ senior 
Deputy vice-chancellor, before becoming 
vice-chancellor in 2008.  Professor 
greenfield has extensive experience as 
a Board Director and has consulted and 
worked widely with industry. His interests 
lie in biotechnology, environmental 
management, and R & D management 
and commercialisation. He is currently 
chair of the scientific Advisory group 
of the south East Queensland Healthy 
Waterways Partnership.  He is also chair 
of the Riversymposium strategic Planning 
committee, the Thiess International 
Riverprize committee and the International 
Water centre. In 2006 he was appointed 
an Officer in the Order of Australia for his 
contribution to environmental management, 
biotechnology and tertiary education, 
and in 1995, he won the chemeca 
medal, awarded jointly by the Institution 
of chemical Engineers and the Institute 
of Engineers Australia for outstanding 
contribution to the profession.

pROfESSOR BRAndOn 
wAInwRIGht (IMB dIRECtOR)
Professor Brandon Wainwright was 
appointed Director of the Institute for 
molecular Bioscience in late 2006. 
Previously, he was the Deputy Director 
(Research) of the ImB from 2002. Professor 
Wainwright completed his undergraduate 
and postgraduate studies at the University 
of Adelaide, after which he took up a 
postdoctoral fellowship at st mary’s 
medical school, the University of London. 
He remained at st mary’s for six years, 
eventually becoming a medical Research 
council senior Research Fellow. In 1990, he 
moved back to Australia, joining the centre 
for molecular and cellular Biology (cmcB) 
at The University of Queensland. Professor 
Wainwright stayed with the cmcB when it 
was merged with another UQ centre (the 
Drug Design and Development centre) in 
2000 to create the Institute for molecular 
Bioscience. In addition to being Director of 
the ImB, Professor Wainwright continues 
his research into the use of genomic 
approaches to dissect the basis of common 
genetic disease.  In 2008 he led a team 
that discovered the origins of the often-fatal 
brain tumour, medulloblastoma.

imb aDvisorY boarD
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dR pEtER ISdAlE, AM
Dr Peter Isdale, Am, is the cEO of ImBcom 
Pty Ltd., The University of Queensland’s 
commercialisation company for the ImB. 
He is a former Business Director at the 
Australian Institute of marine science 
(AIms), Australia’s national marine research 
agency. He is also a former Principal 
Research scientist at AIms, and authored 
or co-authored more than 30 papers in his 
field of marine and climate research. He 
has 20 years of experience in the operation 
and governance of private, public and 
AsX-listed companies in Australia, Asia 
and the Pacific Rim. He is a member of the 
Australian Institute of company Directors. 
Dr Isdale currently holds five non-executive 
directorships in biotech companies, senior 
positions on Foundations around the 
world and is an Adjunct Professor at Texas 
A&m University. He holds a PhD in marine 
geomorphology (1982) from James cook 
University of North Queensland. In 2006 he 
was awarded an Order of Australia (Am) for 
service to marine science through research 
and as a contributor to the development 
and commercialisation of biotechnology.

BOB McCARthy (until july 2009)
Bob mccarthy was the Director-general 
of the Queensland Department of Tourism, 
Regional Development and Industry until 
his retirement in July 2009. He led a staff 
totaling more than 800 people, and was 
responsible for delivering the smart Industry 
Policy, which will improve productivity levels 
across key Queensland priority industries, 
and rolling out the centres of Enterprise 
initiative, which will build the economic 
strength of regional areas by focusing 
on their particular industry strengths. As 
Director-general, mr mccarthy chaired 

or co-chaired several state and national 
committees including Queensland Water 
Infrastructure Board, Aviation Australia, the 
knowledge Based Research and Business 
(kBRB) cEO steering committee, the 
Aviation Industry Advisory Board, and the 
Tourism Queensland Board. He was also 
the Queensland government’s champion 
for Napranum, a remote settlement located 
13 kilometres south of Weipa.

mr mccarthy has extensive experience and 
understanding of agribusiness and resource 
management and structural change, and 
regional economic development gained 
from over 30 years working in the private 
sector and state and federal governments. 
He has previously held positions as 
Director-general of the Department of 
Natural Resources, mines and Water, and 
Deputy Director-general of the Department 
of state Development and Innovation.

pROfESSOR nICOS nICOlA, AO
Professor Nicos Nicola is an ex officio 
member of the ImB Board, as he serves 
as the chair of the ImB scientific Advisory 
council. He is Assistant Director of the 
Walter and Eliza Hall Institute, where he 
also serves as Head of the cancer and 
Haemotology Division. Professor Nicola 
completed both his undergraduate and 
postgraduate degrees at the University 
of melbourne, before working for a year 
at Brandeis University in massachusetts, 
UsA. He then joined the Walter and Eliza 
Hall Institute in 1977. He is responsible for 
major discoveries including the purification 
of mouse g-csF, the definition of the 
human equivalent of g-csF and the 
purification of Leukaemia Inhibitory Factor. 
Professor Nicola has published over 200 
journal articles and has 17 patents.

pROfESSOR dAVId SIddlE 
(until March 2009)
Professor siddle was the Deputy vice-
chancellor (Research) of The University 
of Queensland from 2002 until 2009. 
He was responsible for enhancement of 
the University’s research and research 
training profile, and development of 
research collaborations. Areas under 
his direct management were the six 
research Institutes (including ImB), 
the Research and Research Training 
Division, the graduate school and UQ 
Biological Resources. He joined UQ in 
september 2001 as the University’s Pro-
vice-chancellor (Research). Previously 
he was Pro-vice-chancellor (Research) 
at the University of sydney 1997-2001 
and Dean, Postgraduate studies at the 
University of Queensland 1993-1997. 
Professor siddle was a Director of the 
Australian synchrotron company and 
Australian synchrotron Holding company; 
AHURI Queensland Research centre Ltd; 
cRcmining and the Australian genome 
Research Facility Ltd. Professor siddle 
is an experimental psychologist with 
interests in the areas of orienting, attention 
and conditioning. He has published two 
books and more than 100 book chapters 
and journal articles, and was editor of 
Biological Pyschology for five years. He 
has worked at the University of London 
and the University of southampton, both in 
the United kingdom, and the University of 
Ottawa in canada. He has held positions 
at macquarie University, the University of 
Tasmania, and the University of sydney 
in Australia, as well as The University of 
Queensland.

imb advisory board
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pROfESSOR dEBORAh 
tERRy
Professor Terry is the 
Deputy vice-chancellor 
(Academic) of The University 
of Queensland. Her role is to 
preserve UQ’s commitment 
to providing high-quality 
university teaching. Areas 
under Professor Terry’s direct 
management include the 
six UQ research institutes 
and the UQ graduate school. Professor 
Terry’s position was previousy titled 
vice-chancellor (Teaching and Learning) 
and she came to the role after serving 
a half-time role as Pro-vice-chancellor 
(Teaching and Learning). she completed a 
Bachelor of Arts and a PhD in Pyschology 
at the Australian National University and 
began at The University of Queensland as 
a postdoctoral research fellow, then as a 
lecturer. she was appointed Deputy Head 
of the school of Psychology in 1997, then 
became Head of school in 2000. Professor 
Terry accepted the position of Executive 
Dean, Faculty of social and Behavioural 
sciences in 2006, before being appointed 
Pro-vice-chancellor in 2007.

Professor Terry’s primary research interests 
are in the areas of attitudes, social 
influence, persuasion, group processes 
and intergroup relations. she also has 
applied research interests in organisational 
and health pyschology. she has published 
widely in these areas. Professor Terry is a 
Fellow of the Academy of social sciences 
in Australia, a Fellow of the Australian 
Psychological society, previous chair of 
the Australian Research council’s college 
of Experts in the social, behavioural and 
economic sciences, and past President 
of the society for Australasian social 
Psychology. she currently holds editorial 
positions with the British Journal of 
Psychology and the European Journal of 
Social Psychology.

dR jAnE wIlSOn
Dr Wilson is a professional company 
director with a background in medicine 
and finance. she has a masters degree in 
Business Administration from the Harvard 
Business school where she studied 
agribusiness and the health sector. Dr 
Wilson is chair of ImBcom Pty Ltd, and 
a Director of cathRx Ltd, UQ Holdings 
Ltd, Universal Biosensors Inc., and Union 
college. Dr Wilson is Finance Director of 
the Winston churchill memorial Trust and 
is a University of Queensland senator. she 
is also involved in a number of charitable 
and cultural organisations.

pROfESSOR StEphEn wAlkER
Professor stephen Walker is the 
Executive Dean of the Faculty of science 
at The University of Queensland. In this 
role, Professor Walker is responsible 
for the academic leadership and 
management of the Faculty. Professor 
Walker was appointed as Executive 
Dean for Engineering, Physical sciences 
and Architecture at The University of 
Queensland in February 2006 and 
then Executive Dean of the Faculty of 
science from January 2009. Prior to 
these positions, he spent 5 years at the 
Australian Research council (ARc), as 
Executive Director for Engineering and 
Environmental sciences, and as Acting 
cEO for a substantial part of 2004. In these 
roles, he was responsible for competitive 
research funding across a range of discipline 
areas and schemes, including management 
of the ARc Linkage-Projects scheme, 
and had substantial input to Australian 
government research policy, on issues such 
as research funding schemes, research 
infrastructure and research priority areas.

Professor Walker has broad research 
interests, including numerical modelling 
and development of instrumentation 
in areas such as atmospheric and 
oceanographic plume dispersion, remote 
sensing, coastal oceanography and 
eutrophication, and medical research 
(electrocardiology). He has extensive 
experience in collaborative research, in 
conjunction with government agencies, 
utilities, and private industry. He is currently 
a member of a number of advisory boards, 
and is a Director of the Queensland Parallel 
supercomputer Foundation.
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imb scientiFic  
aDvisorY committee

professor nicos nicola (Chair)
Professor of molecular Haemotology
Assistant Director
Walter and Eliza Hall Institute of medical 
Research, melbourne, victoria

professor Chris Abell
Professor in Biological chemistry
Department of chemistry
University of cambridge, Uk

professor david Galas
vice-President
chief Academic Officer & Norris Professor  
of Applied Life sciences
keck graduate Institute of Applied Life 
sciences, claremont, california, UsA

professor nancy jenkins
co-Director
Institute of molecular and cell Biology, 
singapore

professor Robb krumlauf
Director
stowers Institute, kansas city,  
missouri, UsA

professor Chris Marshall
chair and Director
cancer Research Uk
centre for cell and molecular Biology
Institute of cancer Research Uk

professor jill Mesirov
Broad Institute of mIT and Harvard, 
cambridge, massachusetts, UsA

professor Greg petsko
gyula and katica Tauber Professor of 
Biochemistry and chemistry
Director, Rosenstiel Basic medical sciences 
Research center
Brandeis University, Boston,  
massachusetts, UsA

professor Marino Zerial
max Planck Institute of molecular  
cell Biology, Dresden, germany

Top row: Prof. Nicos Nicola, Prof. Chris Abell, Prof. David Galas, Prof. Nancy Jenkins, Prof. Rob Krumlauf.

Second row: Prof. Chris Marshall, Prof. Jill Mesirov, Prof. Greg Petsko, Prof. Marino Zerial.
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imb researchers
the IMB is a highly collaborative environment 

where researchers from different fields combine 

to contribute to strategic research programs 

investigating the basis of growth and development 

at the genetic, molecular, cellular and organ levels.

Only by understanding the complex molecular 

and cellular events that occur throughout a normal 

human life can scientists understand abnormalities 

responsible for many common human diseases 

and to find treatments for them.
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Division of 
genomics & compUtational biologY

In 2009 our research in genomics, 

computational biology and 

bioinformatics was led by seven 

group Leaders (Dr Tim Bailey, 

Professor kevin Burrage, Professor 

sean grimmond, Professor John 

mattick, Professor mark Ragan, 

Associate Professor Rohan 

Teasdale, Dr Nick Hamilton) 

and two affiliates (Professor 

Jane Hunter, Professor geoff 

mcLachlan). Our year began with 

a review of the Division by ImB 

scientific Advisory committee 

members Professor David galas 

(Institute for systems Biology) 

and Professor Jill mesirov (Broad 

Institute).



Fellowships, promotions and awards: 
Professor John mattick was awarded 
the 2009 Julian Wells medal of the Lorne 
genome conference. sean grimmond 
was promoted to Professor, and Rohan 
Teasdale to Associate Professor.

Centres and facilities: The Queensland 
centre for medical genomics was 
established within ImB to anchor Australia’s 
contribution to the International cancer 
genome consortium. more information 
on the centre can be found in the chair’s 
report on page 2, the Director’s report on 
page 3, the feature ‘A cure for cancer?’ on 
page 7, and Professor grimmond’s report 
on page 25.

Also in 2009, the Facility for Life science 
Automation (LIsA) was established within 
ImB under the leadership of Rohan 
Teasdale. LIsA represents an investment 
of more than $2 million in robotics and 
libraries, providing genome-wide RNAi 
screening capacity and automation 
services at UQ. 

Funding was secured in 2009 to 
establish the National computational 
Infrastructure specialised Facility in 
Bioinformatics, and the EmBL Australia 
EBI mirror, at UQ in partnership with the 
commonwealth and state governments, 
csIRO, Queensland cyber Infrastructure 
Foundation and Queensland Facility for 
Advanced Bioinformatics. By mid-2010 
these new facilities will provide computing 
capability to the Australian bioscience 
and biotechnology communities through 
merit allocation, and a dynamic mirror of 
the major EBI data services. Novel value-
added data resources, based on Australian 
technologies and focused in needs of the 
Australian and national bioscience research 
communities, will be added as the EBI 
mirror is developed.

The ARc centre of Excellence in 
Bioinformatics, headquartered at ImB, 
entered its penultimate year. This centre 

links 16 research groups in five Australian 
and four international institutions to develop 
genome-scale bioinformatics. six of our 
Division’s research leaders are associated 
with the centre (Bailey, Hamilton, mattick, 
mcLachlan and Teasdale, with Ragan 
as Director). Its 2009 Winter school in 
mathematical and computational Biology 
attracted more than 200 registrants, 
a record. Planning commenced on 
continuation of this national bioinformatics 
focus beyond 2010.

Grant funding and research: In 2009 our 
group Leaders held multi-year external 
competitive grants with a total value in 
excess of $61.8 million including research 
awards, fellowships and infrastructure. Of 
this, more than $37.9 million represents 
new awards or renewals beginning in 2009. 
Nine grants are held collaboratively with 
group Leaders from other ImB Divisions, 
with all three other Divisions involved. 
A further $10.9 million in fellowship and 
infrastructure funding was secured to begin 
in 2010. major awards beginning in 2009 
include $27.5 million from NHmRc to sean 
grimmond and colleagues for Australian 
participation in the Icgc, and $2.5 million 
from the Australian cancer Research 
Foundation to establish the AcRF cancer 
Biology Imaging Facility led by Professor 
Jenny stow and involving sean grimmond, 
John mattick and Rohan Teasdale from 
our Division. strategic collaborations were 
begun or extended with all three other 
bioscience research institutes at UQ (AIBN, 
QBI and the Diamantina), with RIkEN 
(Japan), the University of Washington, and 
many other Australian and international 
research institutions.

Major publications: In 2009 our group 
Leaders and adjuncts continued to 
publish in prestigious journals including 
Nature Genetics (three papers; Bailey, 
grimmond, mattick and Teasdale groups), 
Nature Reviews Genetics (mattick group), 
Genome Research (one from mattick 
group, another from Ragan group), 

Proceedings of the National Academy of 
Sciences USA (one from geoff mcLachlan 
with scientific Advisory Board member Jill 
mesirov; another with kevin Burrage), and 
Philosophical Transactions of the Royal 
Society of London B (editorship of theme 
issue and two papers, Ragan group). Nick 
Hamilton’s icluster software was featured 
on the cover of the August 2009 issue of 
Traffic.

Commercialisation: Agreements were 
signed in 2009 among ImBcom, University 
of california san Diego Tech Transfer, 
and the University of Washington on 
revenue-sharing for Tim Bailey’s mEmE 
software. QFAB secured a major csIRO 
contract, and was part of the successful 
bid establishing the Wound management 
Innovation cRc.

Collaboration and outreach: In 2009 
kevin Burrage continued his 50-50 
appointment between our Institute and 
Oxford University, and four students 
from Oxford’s systems biology program 
were based at ImB for 1-2 months each. 
Our group Leaders were keynote or 
plenary speakers at conferences in china, 
France, Uk (mattick), Australia, germany, 
UsA (grimmond, mattick) and Japan 
(grimmond, Ragan). John mattick was an 
invited speaker at the Adelaide Festival 
of Ideas, and mark Ragan was an invited 
speaker in a session of createWorld 
with nature photographer and publisher 
steve Parish. Jane Hunter was appointed 
Deputy chair of Australian Academy of 
sciences National committee on Data in 
science, and mark Ragan served on the 
steering committee of Australian National 
Data service. We hosted distinguished 
visitors including the malaysian minister of 
science, Technology and Innovation Datuk 
Dr maximum Ongkili; a delegation from 
genome British columbia including cEO 
Pierre meulien and head of bioinformatics 
Dr steve Jones; and AgResearch New 
Zealand cEO Dr Andrew West.
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my research involves developing and 
applying computational methods 

to extract knowledge and understanding 
of biological processes from the huge 
quantities of raw data made possible by 
automated biology.  The current focus 
of my research is on understanding 
how the cell regulates the expression 
of genes.  my approach is to develop 
computer algorithms for discovering 
patterns in high-throughput data related 
to control of gene expression, and to 
build models of regulation based on those 
patterns. knowing how gene expression 
is regulated is essential to understand 
cellular processes such as reproduction 
and metabolism. It will also enhance 
our understanding of development 
and pathology in higher organisms, 
and may also lead to advancements in 
biotechnology.

In 2009 we attacked the problem of 
building models of transcriptional regulation 
on several fronts. We published the first 
method for utilising high-throughput 
chromatin modification data for predicting 
tissue-specific binding of transcription 
factors. We will continue exploring this 
topic because we believe it is the most 
promising way to achieve accurate 
predictions of the binding of transcription 
factors to DNA under all conditions in 
all tissues. The team published a study 
on the potential of phylogenetic data 
(“comparative genomics”) to improve 
prediction of DNA binding, albeit in a 
non-tissue-specific way. We undertook 
several projects to predict transcriptional 
regulation networks in neural precursor 
cells, in conjunction with researchers at 
the Queensland Brain Institute (Richards 
lab), and in erythrocytes, together with 
researchers at ImB (Perkins lab). This 
year we also developed new algorithms 
for discovering DNA binding motifs of 
transcription factors from high-throughput 
data (chromatin immunoprecipitation 
followed by deep sequencing). We 
addressed the question of identifying the 
biological role of a given transcription 

factor using a form of “motif enhancement 
analysis” that leverages comparative 
genomics. Finally, we studied ways to 
optimise predictive models of transcription, 
and investigated explanations for individual 
transcription factors working to both 
enhance and repress transcription rate.

In the coming year, we will continue to 
investigate the transcriptional networks 
governing neural and erythrocyte 
development. We are currently exploring 
algorithms that incorporate chromatin 
modification data to predict cis-regulatory 
modules—clusters of DNA binding sites 
that may be distal from the regulated gene. 

In addition, we will intensify our study of 
the prediction of the nuclear organisation of 
regulatory molecules. We will also continue 
work on the possible role of DNA-RNA 
triplex formation in genetic regulation.
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Modelling and visualising 
cellular processes

kEVIn BuRRAGE

A rectangular discretisation of the space 
occupied by the cell colony. This discretisation 
is used to efficiently locate nearest 
neighbours, done by querying neighbouring 
volumes as opposed to querying the entire 
colony itself. In collaboration with Mr David 
Woolford.

T  his group works on developing 
simulations and visualisation 

methodologies for understanding the 
behaviour of complex cellular processes, 
both on the plasma membrane, in the 
cytosol and at the genetic regulatory level. 
The simulation models take into account 
stochastic effects, while the visualisation 
focuses on two or three-dimensional 
display.

In microscopic systems formed by living 
cells, the small numbers of reactant 
molecules can result in dynamic behaviour 
that is discrete and stochastic rather than 
continuous and deterministic. Our research 
introduces new classes of discrete 
stochastic methods that more accurately 
and effectively reflect the underlying cellular 
models.

We are also focusing on some new 
methods for both large-scale kinetics and 
spatial methods that more faithfully capture 
complex kinetics and transport processes 
within the cell.

RESEARCh pROjECtS
•  Developing new Monte-Carlo Simulation 

techniques in conjunction with Professor 
John Hancock at the University of Texas 
and researchers at Oxford University 
(Dan Nicolau Jr.) that allow us to model 
the behaviour of lipid rafts and to 
investigate the effects of anomalous 

diffusion and the linking of kinetics on 
the plasma membrane with cascading 
reactions such as mAPk

• Modelling the effects of transcriptional 
and translational delays in genetic 
regulatory systems

• Building mathematical models from 
imaging data, with the Teasdale, 
Hamilton and Parton labs

• Developing spatial models that capture 
complex chemical kinetics within the cell
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In 2009 the ImB’s Expression genomics 
laboratory expanded into the Queensland 

centre for medical genomics, through the 
support of Queensland state government 
and Federal government funding into 
personal genomics. The laboratory is 
focused on globally surveying genomic, 
transcriptomic and epigenomic information 
using next-generation sequencing and 
array-based approaches, and then 
using these data to define the underlying 
molecular networks controlling biological 
processes (such as cell division and 
differentiation) and pathological states 
(pancreatic, ovarian and breast cancer). 
These systems-wide studies provide the 
means to identify key genes driving specific 
phenotypes and also the chance to model 
the different layers of control guiding 
biological states. 

Defining the complete repertoire of 
mutations driving cancer development 
and progression
Next-generation sequencing technology 
has heralded new opportunities for cancer 
genomic research. It is now feasible 
to survey the entire sequence content 
of an individual tumour and define the 
accumulation of somatic mutations and 
structural variations. We have recently 
established Australia’s largest genome 
sequencing centre at the ImB and are 
undertaking the systematic surveying 
of complete transcriptome complexity, 
genome sequence content/genome 
structure and epigenomic signatures in 
a large cohort of individual pancreatic 
cancers (in collaboration with A. Biankin, 
gavan Institute) and ovarian cancers (in 
collaboration with D. Bowtell, Peter mac 
cancer Institute) as part of the International 
cancer genome consortium (Icgc). 
The Icgc’s ultimate aim is to create 
comprehensive genomic, transcriptomic 
and epigenomic atlases of the molecular 
changes arising in human tumours. 
The consortium will achieve this by 
characterising up to 50 different tumour 
types and/or subtypes from across the 
globe over the next five years. 

Studying mammalian transcriptomes at 
single nucleotide resolution

We are continuing to actively survey the 
transcriptional complexity in specific 
biological states using a next-generation 
sequencing approach (RNAseq) in an effort 
to put newly discovered transcripts into a 
functional context. RNAseq supersedes 
traditional array-based expression 
profiling as it allows us to simultaneously 
monitor gene activity, study alternative 
splicing events, identify promoter and 
3’ UTR usage, and capture expressed 
sequence variation (sNPs and mutations). 
It also provides an opportunity to study 
novel expression events, including 
retrotransposon expression, the complexity 
in small RNAs and identification of novel 
non-coding RNAs. We are actively 
engaged in RNAseq studies to create a 
human and mouse tissue transcriptome 
atlas, study transcriptome complexity in 
human Embryonic stem cells (hEscs) and 
inducible Pluripotent (iPs) cells, and survey 
transcriptome content during the cell cycle.

Studying temporo-spatial transcriptome 
dynamics at histological resolution:

In collaboration with the Little lab, we 
have used microarray and in situ-based 
expression profiling to develop a detailed 
molecular atlas of urogenital development 
(http://kidney.scgap.org). 

RESEARCh pROjECtS
Predicting the function of onco-miRs 
through mRNA-mRNA networks

Defining the complete repertoire of 
genetic damage driving development and 
progression of breast cancer in a mouse 
model

studying temporo-spatial transcriptome 
dynamics at histological resolution
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High-throughput screens for 
applications such as drug and 

genomic discovery are leading to massive 
image sets in need of new methods 
of analysis. Further, live cells may now 
be imaged in 3D over time with the 
interactions and dynamics of multiple 
proteins observed at high resolution. The 
core of my group’s research is to develop 
the methodologies and tools needed to 
enable the full benefit of these rich new 
data sources to be realised. 

Recent research has focused on 
automated classification, clustering and 
visualisation of high-throughput microscopy 
imaging.  Towards this, the Automated 
subcellular Phenotype classifier (AsPic) 
was developed by combining novel 
image statistics created in the group with 

Modelling, visualisation and 
classification of live cell 
imaging

nick hamilton

machine-learning methodologies to enable 
rapid classification of high-throughput 
imaging with near-perfect accuracy.  
Building on this, the icluster methodology 
currently being developed allows the 
clustering, differentiation and visualisation 
of high-throughput image sets to enable 
sense to be made of the vast sets being 
generated. A recent highlight has been 
the creation of a more sensitive statistical 
test to enable the automated detection of 
subtle differences between treated and 
untreated cells.

Towards the analysis of 3D and 4D bio-
imaging, the group has been developing 
two streams of research. The first is 
in quantification, to extract the key 
parameters that describe the systems 
being observed. In this area we have 
developed the Object Based colocalisation 
(OBcoL) system to segment and quantify 
individual structures from 3D and 4D 
whole-cell imaging. This approach has 
enabled the detailed analysis of spatial 
distribution of proteins on individual 
subcellular structures. The second is 
in building mathematical models of the 
subcellular systems observed based on 
the quantification methodologies of first 
stream. For instance, dynamic geometric 
models based on live cell imaging have 
provided surprisingly detailed information 
and insights into the systems observed 
and have been used to predict biologically 
relevant and experimentally verifiable 
quantities such as pH change. Other 
interests include modelling of recruitment 
and expulsion of proteins from membranes.

The group is strongly multidisciplinary and 
collaborative, with a focus on delivering 
methodologies and tools to be used by 
researchers. 

RESEARCh pROjECtS
• Automated classification of bio-imaging 

via machine learning

• Clustering and information visualisation 
methodologies for high-throughput bio-
data sets

• Statistical testing and content-based 
searching of bio-imaging

• Modelling endosomal systems from live 
cell video microscopy imaging

• Segmentation and quantification of 2D, 
3D and 4D live cell imaging
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We are exploring the thesis that the 
evolution and genetic programming 

of human development and cognition has 
been fundamentally misunderstood for the 
past 50 years, because of the assumption 
that most genetic information is transacted 
by proteins. It is now only a tiny fraction of 
the human genome that encodes proteins 
and the number and repertoire of protein-
coding genes has remained largely static 
from simple worms to humans, despite 
huge differences in developmental and 
cognitive complexity. On the other hand 
the extent of non-protein-coding DNA 
sequences, traditionally thought of as 
being mainly junk, has increased markedly 
with increased complexity. moreover it 
is now evident that these sequences are 
transcribed in a dynamic manner, mainly 
to produce non-protein-coding RNAs, and 
that most complex genetic phenomena are 
RNA-directed, which suggests that there 
exists a vast hidden layer of regulatory 
RNAs that control human development and 
brain function. 

In conjunction with collaborators in the 
United states, Europe and Japan, and 
using a range of experimental, deep 
sequencing and bioinformatic techniques, 
we are working to characterise and 
understand the functions of this hidden 
transcriptome, and to validate our 
prediction that mammalian differentiation 
and development is primarily directed by 
sophisticated RNA regulatory networks that 
interact with generic effector complexes 
including transcription factors and 
chromatin-modifying enzymes. 

We have recently demonstrated that 
the majority of long noncoding RNAs 
are expressed in precise cellular and 
subcellular locations in the brain, that a 
subset of noncoding RNAs are dynamically 
regulated during the differentiation of 
embryonal stem cells, neural stem cells, 
immune cells and muscle, as well as in 
cancer, and that some of these RNAs 
are essential components of subnuclear 

RnA regulation in human 
evolution, development, 
cognition and disease

jOhn MAttICk

structures or complexed with particular 
types of activated chromatin. We have 
also identified a new class of tiny RNAs 
associated with transcription start sites, 
and shown that protein-coding sequences 
are preferentially located in nucleosomes, 
which provides a platform for epigenetic 
control of gene expression and transcript 
structure. The outcomes of our research 
will be to expand our understanding of 
human development, brain function and 
disease, with important consequences and 
applications in medicine.

RESEARCh pROjECtS
• Characterisation of the transcriptome 

and identification of new classes of 
regulatory RNAs by targeted deep 
sequencing

• Characterisation and functional 
analysis of regulatory RNAs in normal 
development and disease

• Characterisation of chromatin-
associated RNAs and identification of 
RNA:DNA triplexes in the genome

• Characterisation of noncoding RNAs 
associated with subcellular organelles

• Analysis of the role of noncoding RNAs 
in enhancer function

• Analysis of the patterns of noncoding 
RNA evolution and structural parsing of 
the transcriptome

• Characterisation of the targets of RNA 
editing enzymes and the phenotypic 
consequences of their inactivation
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We use advanced bioinformatic 
and computational methods to 

investigate similarities and differences 
among genomes and the proteins they 
encode. Our goal is to make rigorous 
quantitative inferences, at both global and 
fine scales, about how genomes, gene 
and protein families, regulatory networks 
and cellular functions have evolved 
and diversified. To deal with very large 
quantities of data we use advanced data 
management methods, implement high-
throughput computational workflows, and 
develop new algorithms, approaches and 
software. 

genomes have diversified, both structurally 
and functionally, from shared ancestral 
states. We develop methods and employ 
analytical pipelines to reconstruct the 
paths of descent (phylogenomics) and 
to study processes of change through 
time (evolutionary genomics). We have 
characterised pathways of lateral genetic 
transfer where genetic information moves 
across, not within, genealogical lineages, 
and have developed statistically based 
approaches to discover genetically 

recombined regions and recombination 
breakpoints. We are now applying these 
approaches to understand genome 
diversification and the evolution of 
pathogenicity in bacteria.

The major direction of our research is in 
the inference, comparison and analysis of 
biomolecular networks in mammalian cells 
in normal development and disease. We 
are developing scalable approaches that let 
us interrogate diverse data types including 
molecular sequences (single-nucleotide 
polymorphisms and copy-number 
variation), protein and RNA structures, 
metabolic and signalling pathways, 
regulatory and molecular interaction 
networks, gene expression profiles, 
subcellular localisation, cellular function, 
orthology maps and phylogenetic profiles.

For more information on our group and our 
research projects, please see: http://www.
imb.uq.edu.au/index.html?page=11671

RESEARCh pROjECtS
• Investigating the impact of lateral 

genetic transfer on the development of 
pathogenicity and virulence in bacteria

• Inferring biomolecular interaction 
networks in mammalian cells based on 
expression profiles

• Understanding how heterogeneous 
genotypes (sNP, cNv) interact with 
cellular networks to cause or maintain 
disease, particularly cancer

• Abstracting and analysing biomolecular 
control networks as graphs

• Fine-scale mapping of orthologous 
and paralogous regions of mammalian 
genomes

• Studying protein-protein interaction 
networks in cellular context

• Computationally discovering novel 
miRNA targets in mammalian genomes

• Integrating bioinformatic information 
using semantic Web technologies
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The endosomal/lysosomal system 
of mammalian cells is a highly 

dynamic organelle, and the trafficking 
pathways within the endosomal system 
are fundamental for a wide variety of key 
cellular processes. my group is developing 
cellular and computational approaches 
to identify novel mammalian proteins 
associated with the endosomal system. 

The regulated movement of membrane 
receptors and ligands between the cell 
surface and intracellular compartments is 
vital to many cellular operations, including 
communication between cells and their 
environment. A major current focus of 
the group is the characterisation of the 
mammalian retromer complex. We have 
implicated this complex, using real-time 
microscopy and molecular interaction 
techniques, in the sorting of numerous 
membrane receptors, including EgFR, 
within the endosomal system. 

macropinocytosis is a regulated form 
of endocytosis that mediates the non-
selective uptake of extracellular material. 
macropinocytosis is highly relevant to 
many aspects of both normal cell function 
and disease with particular importance in 
tumour progression and metastasis and 
in many infectious diseases. Our recent 
work has focused on characterising 
macropinocytic pathways and the 
molecular machinery associated with 
macropinosomes. We have determined 
that the regulation of phosphoinositides 
is central to macropinocytosis and leads 
to the recruitment of key effector proteins 
including the PtdIns(3)P-binding PX-
domain family of proteins. This emerging 
protein family performs a range of critical 
biochemical actions within the mammalian 
endosome and we are keenly interested 
in the roles these proteins play. currently 
we are undertaking a systems biology 
approach to examine the distinct stages of 
macropinocytosis.

Endosomal dynamics: regulated 
endocytosis, host-pathogen interactions 
and protein trafficking

ROhAn tEASdAlE

Numerous infectious pathogens exploit 
specific endocytic pathways to invade the 
host. characterisation of pathogen entry 
pathways is essential for understanding 
infectious diseases but has also proven to 
be a powerful tool for gaining insight into 
normal cellular processes. We are currently 
investigating the molecular details of these 
pathways and how they are modulated in 
response to infection with Salmonella, a 
leading cause of human gastroenteritis. 

RESEARCh pROjECtS
• Host-Pathogen interactions during 

Salmonella Infection

• Maintaining and updating LOCATE: 
A Protein subcellular Localisation 
Database - http://locate.imb.uq.edu.au

• Developing computational approaches 
to analyse image and real-time 
microscopy data

• Studying endosome dynamics, 
macropinocytosis and retromer

• Systems biology of the mammalian 
endosome

• Establishment of High Content 
screening (Hcs) applications including 
high throughput RNA-interference (RNAi) 
screens
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imb researchers
the IMB is a highly collaborative environment 

where researchers from different fields combine 

to contribute to strategic research programs 

investigating the basis of growth and development 

at the genetic, molecular, cellular and organ levels.

Only by understanding the complex molecular 

and cellular events that occur throughout a normal 

human life can scientists understand abnormalities 

responsible for many common human diseases 

and to find treatments for them.
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Division of 
molecUlar genetics & Development

The overarching aim of the 

division is to dissect the 

molecular mechanisms that 

underlie development, and to 

understand where defects occur 

in these mechanisms to produce 

disease. Researchers from the 

division have made a number 

of seminal contributions to their 

fields over the years. In 2009, 

Dr kate stacey’s Science paper, 

describing the process by which 

DNA in the cytoplasm triggers 

macrophage cell death, was a 

particular highlight.
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Division of 
molecUlar genetics & Development

For most of the year, the division 
comprised nine group leaders overseeing 
approximately 100 research staff. Dr Ben 
Hogan became our tenth group leader 
when he joined the ImB in December 
2009. Dr Hogan came to us from the 
Hubrecht Institute for Developmental and 
stem cell Biology in the Netherlands; his 
research focuses on the development 
and function of the vascular system, 
particularly the lymphatic vessels. The 
lymphatic system is important for normal 
health, and is implicated in diseases 
such as lymphedema and cancer, but 
its development and function are poorly 
understood. To study these issues, Dr 
Hogan uses the zebrafish as a model 
system, and is a world expert in zebrafish 
development.

Other research interests in the division 
are: the formation of the developing 
embryo, particularly the gonads and blood 
and lymphatic vessels (Professor Peter 
koopman); the development, repair and 
regeneration of the kidney (Professor 
melissa Little); the role of nuclear hormone 
receptors in metabolic disease (Professor 
george muscat); blood development 
(Associate Professor Andrew Perkins); 
the genetics of human pigmentation and 
skin cancer risk (Associate Professor 
Rick sturm); the mechanisms by which 
the innate immune system responds to 
infection (Dr matt sweet); the genetics 
of tissue repair and heritable cancers, 
including basal cell carcinomas and 
medulloblastomas (Professor Brandon 
Wainwright); the molecular mechanisms 
behind limb and craniofacial development 
(Associate Professor carol Wicking); 
and the elucidation of the regulatory 
mechanisms of embryonic development 
(Dr Dagmar Wilhelm).

The division performed admirably in 
research funding rounds in 2009. Divisional 
researchers received over $6 million of 
the $10 million awarded to ImB from the 
National Health and medical Research 

council. Particularly gratifying was the fact 
two of our newer group leaders (Dr Wilhelm 
and Dr Hogan) were successful in their 
funding applications, and that some of our 
postdoctoral researchers were lead chief 
Investigators on other successful grants. 
The ability of its younger researchers to 
gain funding in their own right bodes well 
for the future of the division. Funding for 
researchers begins with PhD scholarships, 
and most of the postgraduate students in 
the division are supported by scholarships, 
including koopman group student Duong 
minh Tam, who was one of five vietnamese 
scholars to share in a $1 million scholarship 
package from UQ. 

The division’s researchers were recognised 
with awards throughout the year. Professor 
Peter koopman was presented with the 
2009 Lemberg medal at the combio 
conference. The medal is awarded by 
the Australian society for Biochemistry 
and molecular Biology to a distinguished 
Australian molecular Biologist. Dr mathias 
François from the koopman group was 
awarded first prize at the Queensland 
Premier’s Awards for Health and medical 
Research. Dr François won for his part in 
research that proved the development of 
the lymphatic vessels in mice is triggered 
by the gene sOX18. Our students were 
also successful in being recognised in 
2009. Elanor Wainwright from the Wilhelm 
group won the Amgen Award for best 
honours student at the ImB, while Wicking 
group student Natalie Butterfield was 
named on the Dean’s List for Outstanding 
Research Higher Degree Theses. Lindsey 
mcFarlane from the Wilhelm group and 
Rhonda kan from the Wainwright group 
won first and second prizes respectively at 
the ImB heat of UQ’s Three-minute Thesis 
competition. Lindsey went on to take the 
People’s choice Award at the Research 
Institutes semi-final. 

molecular genetics and Development 
researchers continued to engage 
on a national and international level. 

Professor melissa Little was appointed 
to the NHmRc’s Research committee, 
which advises on medical and public 
health research in Australia and makes 
recommendations on research grant 
applications and funding. Researchers 
gave talks in Australia and overseas, 
and in turn hosted both national and 
international speakers at the ImB. These 
included Professor John Bateman from the 
murdoch children’s Research Institute and 
Dr Paul gregorevic from the Baker Institute, 
both in melbourne, Professor Wolfgang 
Weninger from the centenary Institute 
of cancer medicine and cell Biology at 
the University of sydney, and Professor 
Andrew mcmahon from the Harvard stem 
cell Institute in Boston.  They presented 
at ImB’s Friday seminar series, which 
gave the entire institute a chance to hear 
their talks. The division ran a fortnightly 
seminar series at which our students 
and postdoctoral researchers presented 
their work to a wide audience of fellow 
researchers. 

An important milestone in the history 
of the Division was reached with the 
completion of a two-day review of our 
operations by two members of the ImB 
scientific Advisory Board: Professor Robb 
krumlauf, Director of the stowers Institute 
for medical Research in kansas city, UsA, 
and Professor Nancy Jenkins, co-Director 
of the Institute for molecular and cellular 
Biology in singapore. The reviewers were 
evidently impressed with the ImB and with 
the calibre of staff and students within 
the molecular genetics and Development 
Division. They noted the high standard of 
equipment and systems within the Institute 
as a whole, and congratulated its members 
on ongoing success of its research staff. 
The review also provided an opportunity 
for the reviewers to provide high-level 
strategic advice in terms of organisation, 
administration and research directions. 
Overall the review was seen as a positive 
and energising experience by the group 
Leaders in the Division, and will be useful 
in setting our research agenda for the next 
five years.
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DIvIsION OF mOLEcULAR gENETIcs AND DEvELOPmENT

Our group studies genes controlling 
the formation of various organs in 

the developing embryo. In particular we 
are striving to understand the events that 
regulate the development of functional 
male and female gonads and the formation 
of the blood and lymphatic vessels.

The gene sRy, which acts as a single 
switch to initiate the male pathway of 
development, was discovered over 
a decade ago. However, the genetic 
and cellular events leading to testis 
development and male sex determination 
remain elusive. Our lab specialises 
in identifying and characterising sex 
development genes using techniques such 
as microarray screening and transgenic 
mouse models, and examining the 
potential contribution of these genes to 
human disorders in sex development.

We are also interested in how germ cells 
come to develop as sperm in males or 
eggs in females. The recent discovery in 
our lab that retinoic acid controls germ 
cell meiosis entry in the female gonad has 
provided a pivotal point to understanding 
this process. 

A third major focus in our group includes 
investigating the function of sox genes 
during embryo development. specifically 
we are investigating the role of sOX18, 
which we have shown triggers the 
formation of the lymphatic system. This 
discovery is expected to lead to better 
ways of controlling lymphatic development 
and function in diseases such as 
lymphedema and cancer metastasis.

The study of embryo development provides 
insight into mechanisms of disease and 
cancer, and provides a molecular and 
cellular basis for therapeutic approaches 
including stem cell therapies. 

RESEARCh pROjECtS
• Sex determination and gonadal 

development

• Development of male germ cells

• Sox gene function and evolution

• Molecular genetics of lymphatic 
development
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Recombinant organ culture with GFP 
expressing mesonephros (green) and wild 
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into the testis during development. Migrating 
endothelial cells integrate with endogenous 
vasculature (yellow and red respectively) 
which separate forming testis cords (blue).

how genes regulate 
embryo development

pEtER kOOpMAn
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DIvIsION OF mOLEcULAR gENETIcs AND DEvELOPmENT

Each of us has a pair of kidneys that 
plays an important role in maintaining 

fluid balance, blood volume and electrolyte 
balance. On top of this, they regulate blood 
pressure, bone density and number of red 
blood cells via the production of specific 
growth factors. As a result of the many 
complex roles played by the kidneys, kidney 
disease has a profound effect on the patient.

chronic kidney disease (ckD) is a 
devastating disease and an expensive one 
to treat. Once this condition has reached 
end-stage renal failure, it can only be treated 
with dialysis or transplantation. Each year, 
more than 4000 Australian adults will be 
diagnosed with ckD, which cost the health 
system $1.8 billion dollars in 2006. This 
cost is likely to escalate to $4.7 billion by 
2010. There is an urgent need to develop 
novel therapies as the rate of ckD is rising 
at 6-8 percent per annum, primarily due 
to increasing rates of Type II diabetes and 
obesity. sadly, only one in four patients 
will be lucky enough to receive a kidney 
transplant.

As for other organs, there are many 
conditions, both experimental and genetic, 
that result in impaired kidney function. 
Perhaps more surprising is the fact that 
the risk of kidney failure during our lives is 
now known to be linked to what happens 
during the development of our kidneys. Our 
laboratory is acknowledged internationally 
for our work in defining the genes involved 
in normal kidney development and in 
integrating this understanding with an 
understanding of how the adult kidney 
responds to damage. In this way, we 
hope to develop novel approaches to the 
diagnosis and treatment of both acute and 
chronic kidney disease. such therapies 
will grow out of our understanding of 
the processes involved in normal kidney 
development. 

RESEARCh pROjECtS
•  Creating an atlas of gene expression 

during kidney development and disease

• Investigating the link between the 
processes of development and normal 
repair in the kidney

•  Characterising the molecular basis of 
nephron formation

•  Looking for stem cells in the adult kidney

•  Reinitiating kidney development to repair 
an adult kidney

•  Characterising the process of vascular 
development in kidney
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β2-adrenergic agonist increases NR4A2/
Nurr1 mRNA expression in slow oxidative 
(soleus) and fast glycolytic (tibialis anterior & 
plantaris) skeletal muscle.

Nuclear Hormone Receptors (NRs) 
function as ligand-dependent DNA-

binding proteins that translate nutritional, 
metabolic and pathophysiological signals into 
gene regulation. NRs control metabolism in 
an organ-specific manner.  The importance 
of NRs in human health is underscored by 
the curative efficacy of medicinals that target 
dysfunctional hormone signalling in the 
context of inflammation, cancer, endocrine 
and metabolic diseases. Proteins that 
belong to the NR superfamily on the basis 
of sequence identity but lack established 
ligands are denoted as orphan NRs. The 
orphans provide a platform for the unearthing 
of new signalling cascades that may have 
therapeutic utility. 

The group focuses on understanding the 
molecular role of NRs in the regulation 
of metabolism and body composition in 
transgenic mouse models. moreover, we 
exploit these animal models and studies to 
gain insights into obesity, type II diabetes 
and cancer, and translate this research 
into several human diseases including 
melanoma, breast cancer, obesity and type 
2 diabetes. 

Orphan NRs are expressed in skeletal 
muscle, a peripheral tissue that accounts 
for ~40 percent of the total body mass 
and energy expenditure, and is a major 
site of fatty acid and glucose oxidation. 
Accordingly, muscle has an important role in 
insulin sensitivity, the blood lipid profile, and 
energy balance. consequently, the tissue 
has a significant role in metabolic disease.  
surprisingly, the function of orphan NRs in 
skeletal muscle metabolism has not been 
examined. In this context, our group has 
provided evidence for crosstalk between 
beta-adrenergic and Nuclear Receptor 

(NR) 4A signalling in muscle to control 
oxidative metabolism (1-3). secondly, we 
have utilised established mouse models (eg. 
the staggerer sg/sg line) to demonstrate 
that dysfunctional NR1F/RORa expression 
leads to reduced adiposity and resistance 
to diet-induced obesity (4). Thirdly, in the 
context of understanding crosstalk between 
NRs and other transcription factor signalling 
pathways in obesity, Dr gary Leong and 
I have utilised the ski transgenic mouse 
model to investigate the role of c-ski and 
NR crosstalk in regulating body composition 
(6). collaboratively, with Aaron smith and 
Richard sturm, we have shown regulatory 
crosstalk between melanocortin 1 receptor 
(mc1R) and NR4A signaling in melanocytic 
cells in the context of the red hair phenotype 
and melanoma susceptibility (7). 

In the context of human health and 
translation, we, in collaboration with Dr 
Leong, are profiling the expression of the 
NRs, coregulators and metabolic genes 
(using custom Taqman Low Density Arrays) 
in overweight and obese children before 
and after the implementation of a nutrition 
and lifestyle program. Furthermore, we 
are also involved in an NBcF-funded large 
collaborative research program to completely 
profile NR and coregulator expression in 
several human cohorts, including (pre- and 
post-menopausal) normal breast, estrogen 
receptor (ER) positive and negative breast 
cancers. This will enable identification of new 
target genes that may be therapeutically 
exploited for the treatment of breast cancer. 

RESEARCh pROjECtS
• Examining the role of the ROR and 

cOUP-TF subgroups in lipid homeostasis 

• Elucidating the role of the NR4A 
subgroup in skeletal muscle oxidative 
metabolism, adrenergic signalling and 
melanocortin signalling

• Determining the role and function of the 
ski gene in body composition

• Profiling NR and cofactor expression in 
breast cancer
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Our group is interested in the 
transcriptional regulation of blood 

formation. We are primarily concerned 
with transcriptional hierarchies and 
how transcription factors work within 
biochemical and genetic pathways, and 
also how deregulation of such programs 
leads to cancer. We have four primary 
focus areas:

1.  Transcriptional hierarchies which are 
active during embryonic stem (Es) cell 
differentiation into mesoderm-derived 
tissues. The methodologies used 
include: directed differentiation of Es 
cells in various recombinant growth 
factors, gene targeting and BAc 
recombineering for generating reporter 
Es cell lines and mice in which stem 
cells can be followed by epifluorescence 
and FAcs, expression profiling and 
chromatin immuno-precipitation.

2.  Transcriptional regulation of 
erythropoiesis. mutations in the globin 
genes are the most common genetic 
mutations worldwide. These mutations 
are responsible for thalassaemia 
and sickle cell disease, which cause 
serious morbidity and mortality. We 
are interested in trying to decipher 
the complex process of haemoglobin 
switching at a molecular level. The long-
term goal is to design new drugs that 
target key regulators of this process and 
thereby reactivate foetal haemoglobin in 
adults.

3.  The role played by the kruppel-like 
factor (kLF) family of zinc finger genes in 
normal differentiation and human skin, 
colon and blood cancers. 

4.  The genetics underpinning generation 
of haematopoietic stem cells in the 
mammalian embryo.

RESEARCh pROjECtS
• Studying transcriptional hierarchies 

active during Es cell differentiation into 
mesoderm-derived tissues

• Investigating the transcriptional 
regulation of erythropoiesis

• Studying the roles of KLFs in human 
diseases

• Using chemical mutagenesis to discover 
new genes that regulate Hsc generation 
and behaviour
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Blood Development: Blood is derived from 
the mesoderm of gastrulating embryos in 
two waves. The primitive wave derives from 
the posterior primitive streak (pps). Stem 
cells migrate onto the yolk sac (YS) from 6 
days of mouse development (or ~3 weeks in 
man) and give rise to nucleated primitive red 
cells and platelets. Stem cells from the mid 
primitive streak (mps) migrate a little later to 
the YS and the AGM where they are dormant 
until the foetal liver (FL) develops from the gut 
tube from 11 days of mouse development. In 
the FL they proliferate and give rise to lineage 
restricted blood progenitor cells and mature 
blood cells. Shortly before birth HSCs migrate 
to the bone marrow where they reside for the 
rest of life. 
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The genetic basis underlying normal 
variation in the pigmentary traits of skin, 

hair and eye colour has been the subject of 
intense research directed at understanding 
the diversity seen both between and within 
human populations.  A combination of 
approaches has been used by workers in 
the field, including comparative genomics 
of candidate genes and identification 
of regions of the human genome under 
positive selection, together with genome-
wide and specific allele association studies. 
several genome-wide association studies 
(gWAs) for pigmentation have now been 
conducted and identified sNP markers in 
known (TYR, TYRP1, OCA2, SLC45A2, 
SLC24A5, MC1R, ASIP, KITLG) and 
previously unknown (SLC24A4, IRF4, 
TPCN2) candidate genes.  We have 
investigated skin and hair colour genetic 
associations in Europeans, and responsible 
polymorphisms are found within a range 
of pigmentation genes, whereas blue-
brown eye colour can be explained by a 
single sNP proposed to regulate OCA2 
expression.

Functional testing of variant pigmentation 
gene alleles in our laboratory has begun 
to connect phenotype correlations with 

biological differences.  variant MC1R 
alleles show direct correlations between 
the biochemical signalling properties of 
the encoded receptor and the red hair fair 
skin pigmentation phenotype.  We have 
established a range of clonal melanocyte 
cultures derived from donor skin tissue 
characterised for three causal sNPs within 
SLC45A2, SLC24A5 and OCA2, and have 
assessed their impact on melanin content 
as well as tyrosinase enzyme activity. From 
a culmination of genetic and functional 
studies, it is apparent that a number of 
genes impacting melanosome biogenesis 
or the melanin biosynthetic pathway are 
candidates to explain the diversity seen in 
human pigmentation.

RESEARCh pROjECtS
• Understanding skin cancer risk 

phenotypes through studying the 
interaction of genes involved in skin, hair 
and eye colour

• Investigating eye colour as a genetic trait 

• Undertaking parallel genetic and 
cellular analysis of human melanocytes 
in monoculture and in coculture with 
keratinocytes

• Melanoma spheres as a model for 
melanoma development and metastasis

• Role of NR4A nuclear hormone 
receptors in melanocytic cells
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The major research themes of this 
group are innate immunity and 

inflammation. In mammals, cells of the 
innate immune system use several families 
of pattern recognition receptors (PRRs) 
to detect specific structural components 
displayed by invading microorganisms. 
The Toll-like Receptors (TLRs) are the 
most widely studied of the PRRs. TLRs, 
as well as other PRRs, enable the 
innate immune system to contain and 
destroy invading microorganisms, and to 
activate an appropriate acquired immune 
response. We study TLR-dependent 
and TLR-independent mechanisms by 
which macrophages sense and respond 
to invading pathogens by focusing on 
recognition of whole pathogens (e.g. 
Salmonella Typhimurium, Uropathogenic 
E. coli), as well as individual microbial 
components (e.g. lipopolysaccharide, 
bacterial cpg-containing DNA). PRRs 
also detect endogenous host ligands 
that are present in inflammatory disease 
settings, for example in response to cell 
damage. Thus, PRRs are essential for host 
defence against invading microbes, but 
also contribute to the pathology of many 
inflammatory diseases.

Our interests cover the actual PRR systems 
themselves (e.g. TLRs), the downstream 
signalling pathways that are activated by 
TLR ligands (including cross-talk with other 
signalling pathways), and the functions 
of TLR target genes, which ultimately 
promote inflammation and antimicrobial 
responses. Research highlights for 2009 
include: (1) the identification of the cellular 
detection system for foreign cytoplasmic 
DNA (a protein known as AIm2), as well as a 
negative regulator of the pathway (a related 
protein called p202); (2) the identification 
of a specific histone deacetylase (HDAc7) 
that acts as a signalling molecule in TLR-
driven inflammatory pathways; (3) the 
identification of key species differences 
in TLR response pathways; and (4) the 
characterisation of a potent and selective 

inhibitor of a specific prostaglandin synthase 
that drives inflammation. Our immediate 
research goals are to further define the 
role of individual histone deacetylases in 
promoting inflammation, and to characterise 
novel TLR-activated anti-microbial pathways 
in human macrophages. Our ultimate 
objectives are to develop new approaches 
to targeting inflammatory diseases, and to 
generate key insights into the mechanisms 
used by the host innate immune system to 
destroy invading microbes.

RESEARCh pROjECtS
• Characterising the role of specific 

histone deacetylases in Toll-like 
Receptor-mediated inflammatory 
responses

• Human macrophage anti-microbial 
responses against Salmonella 
Typhimurium and Uropathogenic E. coli

• Characterisation of the cellular 
recognition system for detection of 
foreign DNA in the cytoplasm

• Involvement of novel TLR-regulated 
genes in inflammatory and anti-microbial 
responses

• Characterisation of novel inhibitors 
of prostaglandin synthases for anti-
inflammatory applications 
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tissue repair and cancer

BRAndOn wAInwRIGht

Above and below: Loss of patched leads 
directly to skin tumours.

Using genomic approaches, our group 
mapped and isolated the gene for 

the heritable cancer disorder, naevoid 
basal cell carcinoma syndrome (NBccs). 
The patched gene, discovered from our 
studies on NBccs, has defined a signalling 
pathway known as the “hedgehog 
pathway”, which appears to be mutated 
or perturbed in a wide range of tumour 
types, including lung, gastro-intestinal, skin, 
pancreatic, prostate, brain and ovarian 
cancer. This has led us to focus on the 
role of hedgehog signalling, not only in 
cancer but also on the regulation of stem 
cell compartments. Increasingly it appears 
that in some tumour types there are cells 
known as “cancer stem cells” which reside 
within the tumour and are responsible for 
the overall phenotype. currently such cells 
can be partially defined functionally but 
their molecular signature remains elusive. 
We believe that the patched/hedgehog 
pathway defines many of the characteristics 
of such stem cells and is a powerful starting 
point for understanding tumour biology and 
the development of new therapeutics.

given that cancer represents a state of 
unregulated cell growth, it is likely that 
the pathways that lead to cancer are also 
involved in the normal process of tissue 
growth and repair. several of our studies 
are particularly directed at the role of 
the hedgehog (and other pathways) in 

repair and regeneration. The two most 
common cancer types in NBccs patients 
are basal cell carcinoma of the skin and 
medulloblastoma, a common brain tumour 
occurring predominantly in children.  In 
the example of both tumour types we are 
examining how activation of the hedgehog 
pathway causes the tumour, and defining 
the cell of origin of the tumour using a 
combination of molecular genetics and cell 
biology.  We are also defining the interaction 
of the hedgehog pathway with other genetic 
pathways, such as Notch signalling, in order 
to understand the normal development of 
the skin and the cerebellum, but also what 
therapeutic strategies might be useful to 
treat the tumours. In addition to studying 
known pathways, we are seeking new 
interactions through genomic approaches 
to discovering new genes and pathways in 
model systems such as mice and zebrafish.  
The ImB has a well-developed drug 
discovery platform and we are using our 
knowledge of the biology of these tumours 
to look for potential new therapeutics.

As part of our experimental approach 
our laboratory makes extensive use of 
transgenic and knockout mice. However 
at all points we refer back to the human 
diseases under study and have major 
activities based around mutation analysis, 
transcriptomics and proteomics of human 
material, integrating the data from all 
systems.

As a result of these studies we have a 
particular interest in the interface between 
developmental cell biology and human 
genetics, and in therapeutic interventions 
such as gene or cell therapies.

RESEARCh pROjECtS
• Controlling neuronal stem cells and CNS 

by the patched/hedgehog pathway

• Investigating the molecular basis of 
primary brain tumours

• Controlling the stem cell niche in 
mammalian epidermis and skin cancer

• Discovery of new genes capable of 
suppressing tumour growth

• The role of microRNAs in brain tumour 

development
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developmental genes 
and human disease

CAROl wICkInG

Defects arising from abnormal embryonic 
development are a major cause of 

infant mortality and childhood disability. 
many such disorders are characterised 
by anomalies of the limbs and craniofacial 
region, suggesting a conservation of the 
molecular development of these structures. 
We are investigating the molecular aspects 
of limb and face development with a 
particular focus on the role of the hedgehog 
signalling pathway in these processes. 

We primarily use the mouse as a model 
system and have conditionally deleted the 
hedgehog receptor patched in the limb and 
face at varying stages of development. In 
the limb this has led to patterning defects 
as well as uncovering a novel role in the 
very earliest stages of skeletal development. 
In 2009 we completed the analysis of the 
patterning defects, thus contributing to our 
understanding of how digit number and 
identity are determined. These studies are 
important because the limb has long been 
considered a paradigm for organogenesis, 
and findings in this system can often be 
extrapolated to other organs.

Over the past several years the primary 
cilium has emerged as a novel cellular 
compartment required for hedgehog 
signalling. The primary cilium is a single 
non-motile microtubule-based organelle 
that protrudes from the surface of virtually 
every vertebrate cell. Aberrant formation 
of the cilium leads to a range of human 
disorders known as ciliopathies, and 
studies in mice have revealed a firm link 
between cilia and hedgehog signalling. 
In collaboration with Emma Whitelaw at 
QImR, we have identified a mouse with an 
N-ethyl-N-nitrosourea (ENU) induced point 
mutation in a cilia-related gene. Analysis of 
this mouse is yielding valuable insight into 
the role of the primary cilium in hedgehog 
signalling and disease.

RESEARCh pROjECtS
• Conditional knockout of the hedgehog 

receptor patched in the developing 
mouse limb causes novel patterning 
defects

• Investigating the role of patched in 
development of the face through mouse 
knockout studies

• A novel role for hedgehog signalling in 
the very early stages of chondrogenesis 
in the limb

• Identification and analysis of genes 
regulated by the transcription factor gli3 
in the developing limb

• Using an ENU-induced mutation in the 
mouse to investigate the role of the 
primary cilium in hedgehog signalling 
and disease
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towards a new understanding of  
the reproductive system: from  
non-coding RnAs to disease

dAGMAR wIlhElM

Our group focuses on the elucidation 
of regulatory mechanisms that 

control gene expression during embryonic 
development. One of the most amazing 
biological processes is the development 
of a fertilised egg into a complex 
organism. It involves the orchestration 
of cellular processes such as cell 
proliferation, migration, differentiation 
and apoptosis, which is controlled by a 
delicate network of gene regulation and 
interaction. Disturbance of this network 
by gene mutation or misexpression during 
development results in malformation and 
malfunction of organs, diseases such as 
cancer, and often lethality. Therefore, each 
of these processes must involve a large 
number of regulatory mechanisms. 

Until recently our work centred around the 
conventional dogma, which states that 
gene activity is controlled by transcription 
factor binding to proximal promoters and/
or enhancers adjacent to genes. We are 
now extending these studies to include 
the fact that gene activity is also regulated 
post-transcriptionally by non-coding RNAs 
(ncRNAs), such as microRNAs. In addition 
to investigating the role of microRNAs 
during development, we have discovered 
a new class of ncRNAs, uaRNAs (3’UTR-
associated non-coding RNAs), that displays 
a highly regulated stage- and sex-specific 
expression pattern during embryogenesis. 

In addition, we want to use the knowledge 
of small RNA processing and function, 
also called RNA interference (RNAi), as a 
tool to control pest species in Australia. 
The common carp represents an 
increasing menace to Australian freshwater 
ecosystems. Further unchecked growth 
and spread of the carp population poses 
a threat to many native fish species. In this 
project we are investigating the biology of 
RNAi in carp and zebrafish, to investigate 
the potential of a “daughterless” approach 
by making use of the endogenous RNAi 
processing machinery to knock down 
aromatase and thereby control carp 
numbers. 

Our research uses mouse and zebrafish 
as model systems and integrates 
molecular and developmental biology to 
study mechanisms of gene regulation 
by transcription factors as well as 
ncRNAs during embryonic development, 
concentrating on sex determination and 
gonad development but extending to 
other developmental systems such as 
chondrogenesis. 

The aims of our research are to address 
the intersections of the following questions:

1. What are the regulatory mechanisms 
underlying the development of the 
ovary?

2. What are the roles of ncRNAs, including 
long and small RNAs, during the 
development of testes and ovaries?

3. What are the processing and functional 
mechanisms of small RNAs in fish?

RESEARCh pROjECtS
• Characterisation of the role of miR-202 

during embryonic development

• Identification and analysis of novel 
microRNAs involved in gonad 
development

• Functional characterisation of uaRNAs 
during embryonic development 

• Studying the cellular and molecular 
regulation of foetal ovary development

• Characterisation of RNAi in fish
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imb researchers
the IMB is a highly collaborative environment 

where researchers from different fields combine 

to contribute to strategic research programs 

investigating the basis of growth and development 

at the genetic, molecular, cellular and organ levels.

Only by understanding the complex molecular 

and cellular events that occur throughout a normal 

human life can scientists understand abnormalities 

responsible for many common human diseases 

and to find treatments for them.
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Division of 
molecUlar cell biologY

cell Biology seeks to understand 

the molecular workings of the 

cell. This ambition encompasses 

efforts to elucidate how molecular 

and biochemical mechanisms are 

integrated to drive fundamental 

cellular events, such as 

metabolism, intracellular transport, 

growth, division and signalling. 

Ultimately such integration 

must extend to encompass the 

differentiation events and the 

interaction of cells with their 

environment that are the basis for 

tissue function. such fundamental 

knowledge also forms the basis 

for a detailed understanding 

of cellular pathology in human 

diseases, such as inflammation 

and cancer.
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The research groups of the Division 
of molecular cell Biology are tackling 
individual problems that speak to various 
key problems in cell biology. These include 
the trafficking of cytokines in inflammation 
(stow); the biochemical dynamics of 
gTPase signalling (Alexandrov); the 
biogenesis of membrane organisation 
(Parton); cell-cell adhesion and the 
cytoskeleton (yap); the role of membrane 
trafficking in host-pathogen interactions 
(Teasdale, joint appointment with genomics 
and computational Biology); structural 
biology of membrane transport (collins); 
high-resolution electron microscopy of 
insulin-secreting pancreatic cells (marsh); 
high-throughput computational analysis 
of cellular imaging (Hamilton, joint 
appointment with gcB); and cell biology 
of growth hormone (Waters). These 
snapshots highlight, however, only part of 
each group’s research program, the range 
of which can be well appreciated in their 
individual laboratory reports.

All the individual groups of the Division are 
supported by external research funding. 
These include project and program 
grants from the NHmRc, and project 
grants from the ARc, cancer council, 
and Human Frontiers science Program 
(HFsP). many group leaders in the Division 
are also supported by Fellowships from 
the NHmRc and ARc. A major funding 
achievement in 2009 was the successful 
application to the Australian cancer 
Research Foundation to establish the 
AcRF cancer Biology Imaging Facility. 
Led by Professor Jenny stow, this $2.5 
million grant will fund a major expansion 
of the ImB’s armamentarium in light and 
confocal microscopy and image analysis. 
This technology is at the forefront of 
systems cell biology and complements the 
ImB’s expertise in electron microscopy, 
its collaboration with the centre for 

microscopy and microanalysis, and its 
expertise in high-throughput screening 
and computational image analysis. We 
anticipate that the AcRF cancer Biology 
Imaging Facility will provide a unique 
resource for all divisions of the Institute, 
and for colleagues in the UQ and national 
scientific communities.

members of the Division maintained 
extensive engagement in the scientific 
community both nationally and 
internationally. Professor stow is a member 
of the medical Advisory Board of the 
Australian cancer Research Foundation 
and on the Research grants committee of 
the HFsP; Professor Rob Parton serves 
as a senior member of the editorial boards 
for both The Journal of Cell Biology 
and Molecular Biology of the Cell; and 
Professor Alpha yap served as co-chair 
of the 2009 Hunter cellular Biology 
meeting and the 2009 gordon Research 
conference on cell contact & Adhesion.

group leaders of the Division received a 
variety of honours during 2009. Professor 
Parton was awarded a prestigious 
Australia Fellowship of the NHmRc and 
elected Fellow of the Australian Academy 
of science. Professor kirill Alexandrov 
received a senior Future Fellowship of 
the ARc. Alpha yap was promoted to full 
Professor at The University of Queensland 
and Professor stow was the Davson 
Distinguished Lecturer for the American 
Physiological society. The presence of the 
Division was also apparent at many major 
national and international conferences in 
2009. These include comBio2009 (Parton, 
Alexandrov, Teasdale), Hunter cellular 
Biology meeting (Alexandrov, Parton, stow, 
collins), gordon Research conferences 
(yap) and keystone meetings (yap).

The Division hosted several distinguished 
national and international visitors who 
presented ImB seminars in 2009. These 
included Professor mark marsh (University 
college London, U.k.), Assistant Professor 
James Bear (Howard Hughes medical 
Institute and University of North carolina, 
chapel Hill, U.s.A.), Professor Leann 
Tilley (Latrobe University, victoria) and 
Professor Herbert Waldemann (max-
Planck Institute, Dortmund, germany). 
In addition to external visitors, a major 
part of the intramural academic life of the 
Division is the cell Biology Forum (cBF). 
First established by Professor Parton, 
and currently coordinated by Dr Brett 
collins, this weekly meeting is dedicated 
to research presentations by the students, 
post-doctoral fellows, and affiliates of the 
Division. It serves both to provide essential 
training in research presentations, and 
also to promote scientific exchange at 
all levels within the Division. A successful 
innovation for 2009 was the inclusion in the 
Forum programme of an external lecturer 
chosen and sponsored by students and 
post-doctoral fellows in the Division. Dr 
Andrew Brooks, carolin Offenhauser and 
Dr markus kerr formed the organising 
committee that hosted Professor David 
James (garvan Institute – and an alumnus 
of ImB) who presented a research seminar 
in the Forum and conducted mentoring 
sessions with junior staff of the Division. 
This will undoubtedly form a valuable part 
of the annual cBF schedule in years to 
come. 
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Biochemistry of protein 
prenylation 

kIRIll AlExAndROV
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Biochemistry of protein 
prenylation 

kIRIll AlExAndROV

Over the past 15 years, it has become 
increasingly clear that post-

translational modification with isoprenoids 
is a widespread phenomenon, affecting 
up to two percent of proteins in eukaryotic 
cells. In all cases that have been studied, 
such a modification has been shown to be 
crucial for protein function by modulating 
protein–lipid or protein–protein interactions. 
most of the prenylated proteins are 
gTPases that have key functions in 
signal-transduction pathways. Due to 
their importance in many signalling and 
trafficking pathways, a deregulation of the 
gTPases (expression defects, mutations, 
or defects in their prenylation status) 
is associated with human pathologies. 
currently, one of the main focuses in 
prenylation research is to elucidate the 
causal relationship between those defects 
and the clinical outcome in patients.

Our aim is to understand the molecular 
mechanisms underlying regulation of 
protein prenylation both on mechanistic 
and systemic levels. We use a combination 
of biophysical methods such as fluorescent 
spectroscopy and X-ray crystallography 
with methods of cell and chemical biology 
to obtain a global model of prenylation 
regulation in eukaryotic cells.  

RESEARCh pROjECtS
• Proteome-wide analysis of protein 

prenylation and its variation in human 
diseases

• Understanding of the mechanisms 
regulating protein prenylation machinery

• Identification of small molecules 
modulating prenylation and localisation 
of RabgTPases 

• Quantitative analysis of protein:protein 
protein:small molecule interactions 
using a novel in vitro protein expression 
system

kEy puBlICAtIOnS
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prenylation. EMBO Journal 27: 2444-2456.
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Cellular trafficking at 
atomic resolution

BREtt COllInS
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Our lab is focused on understanding the 
processes of intracellular membrane 

trafficking within the secretory and 
endocytic systems of the human cell. We 
do this using a multidisciplinary approach 
that integrates the high-resolution 
structural characterisation of essential 
membrane trafficking machinery by X-ray 
crystallography with biochemical and cell 
biological experiments guided by these 
mechanistic details. 

We concentrate primarily on the process 
of protein sorting within the dynamic 
organelles known as endosomes, which 
are key sorting stations for regulated 
exo- and endocytosis of cell surface 
receptors, signalling molecules and many 
other cellular components. The regulated 
trafficking of proteins and their ligands 
between membrane-bound endosomal 
compartments, the plasma membrane and 
other internal organelles is a fundamental 

process in human cells, and indeed in 
all eukaryotes. Defects in the endosomal 
membrane transport system are linked to 
many different human diseases, including a 
number of cancers, Alzheimer’s, lysosomal 
storage disease and hypercholesterolemia, 
and are also exploited by bacterial toxins 
and viral pathogens such as HIv to gain 
entry into the cell. 

membrane sorting between secretory and 
endocytic organelles is predominantly 
controlled by small carrier vesicles 
and tubules that are layered on their 
cytoplasmic faces by specific protein 
machineries. The roles of these 
protein coats are threefold: (i) to select 
transmembrane and lipid cargo to be 
packaged into vesicles forming at the 
donor membrane, (ii) to control vesicle 
budding and scission and (iii) to specify 
the final destination of the transport 
intermediates. Using a multidisciplinary 
structural biology/biochemistry/cell 
biology approach, our goal is to reveal 
how these machineries assemble, how 
they are recruited to membranes and how 
they control receptor trafficking at the 
molecular level. current work focuses on 
the multi-subunit retromer protein complex 
with a central role in directed transport of 
endosomal cargo proteins, the PX-domain 
family of proteins involved in sorting of 
diverse proteins such as ion transporters 
and amyloid precursor protein, and a novel 
family of arrestin-related trafficking proteins. 

RESEARCh pROjECtS
• Structure and function of the retromer 

protein complex and its interaction with 
cargo proteins and regulatory molecules

• Molecular characterisation of endosomal 
sorting by PX-domain proteins and their 
associations with effector molecules

• Structure and function of arrestin-related 
proteins

• Munc/SNARE interactions during 
neurosecretion
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Cellular trafficking at 
atomic resolution
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The beta cells of the endocrine 
pancreas are the sole source of insulin 

in mammals; their malfunction or death 
manifests as the set of diseases broadly 
referred to as diabetes. Diabetes is one 
of Australia’s national health priority areas 
and type 1 diabetes in particular has been 
identified as one of Australia’s fastest-
growing chronic childhood diseases that 
often results in premature death through 
health complications. currently, type 1 
diabetes cannot be prevented, and a cure 
remains to be found.

Our research is aimed at quantitatively 
mapping beta cell organisation in 3D under 
healthy versus disease conditions, and 
across multiple scales - from molecule 
to cell to tissue - using a high-resolution 
3D imaging approach called cellular 
electron tomography (ET). Electron 
tomography uses mathematical methods 
to computationally reconstruct a 3D 
volume from a set of 2D images. This is 
very similar to how diagnostic imaging 
techniques like computed tomography 
(cT), magnetic resonance imaging (mRI) 
and positron electron tomography (PET) 
are able to computationally reconstruct 
3D image maps for different parts (or even 
all) of the body. In our case, however, we 
generate 3D image maps for different parts 
(or even all) of the cell at the nanometre 
scale. This allows us to unambiguously 
visualise and characterise machinery in the 
‘insulin factory’ at high spatial resolution 
to gain fundamental new insights into how 
insulin is manufactured and released, and 
to identify how and where defects in these 
basic processes contribute to beta cell 
failure and/or death.

Over the past 18 months, we have worked 
to combine our various ET methods 
- which allow us to map large cellular 
volumes from beta cells in pancreatic islet 
tissue - with complementary biochemical 
approaches and correlative light 
microscopy studies of cell lines to elucidate 
the fundamental molecular mechanisms 
that regulate the cellular machinery 
underpinning the transport, sorting and 
packaging of protein traffic in mammalian 
cells.
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Our group is interested in the 
organisation, dynamics, and functions 

of the plasma membrane. The properties 
of the plasma membrane rely on the 
specialisation of the plasma membrane 
into microdomains of specific function. We 
have particularly focused our attention on 
caveolae, a specialised domain of the cell 
surface with a distinct structure. caveolae 
have been implicated in regulation of cell 
growth and in maintaining the balance of 
lipids in the cell. In addition, caveolae and 
caveolins, the major proteins of caveolae, 
have been implicated in a number of 
disease states including tumour formation, 
atherosclerosis, and muscular dystrophy. 
To study caveolae function and, in 
particular, the link between lipid regulation 
and cancer, we are using caveola-null 
mice, cells lacking caveolins, and zebrafish 
embryos. These systems are also being 
used to study the role of caveolae in 

muscle and the molecular changes 
associated with muscular dystrophy. 
We have recently discovered a family of 
caveolar coat proteins that regulate caveola 
formation and function. An additional 
aim of our work is to understand the link 
between caveolae and lipid-filled organelles 
termed lipid droplets, which are major 
storage organelles involved in obesity. We 
are also using our knowledge of caveolin-
induced vesicle formation to develop novel 
drug encapsulation systems with potential 
therapeutic applications.

RESEARCh pROjECtS
• Characterisation of the structure and 

function of a new family of caveolar coat 
proteins

• Caveolae and obesity: dissecting the 
role of caveolins and Rab proteins in 
lipid droplet formation and function 
in adipose tissue and during liver 
regeneration

• Caveolae and caveolin-3 in muscle: 
analysing the role of caveolin-3 and 
caveolae in muscle development and in 
muscular dystrophy

• Caveolins and caveolin-interacting 
proteins in zebrafish: using zebrafish as 
a model system to understand the role 
of caveolae during development and the 
effect of muscular dystrophy mutants 
of caveolin-3 on muscle structure and 
function

• Clathrin-independent endocytosis: 
characterising the structure and 
function of a novel endocytic pathway in 
mammalian cells and the zebrafish

• Caveola formation and structure: 
studying caveola biogenesis and 
caveolae structure in health and disease 
using electron tomography and novel 
cell systems 

• Caveola formation in E. coli: 
characterisation of novel nanovesicles 
and their use as drug delivery vehicles
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protein trafficking in 
human disease

jEnny StOw

Our research group studies protein 
trafficking in human and animal cells. 

Trafficking underlies all cellular functions 
and is associated with all human diseases. 
Our current aim is to uncover the genes, 
molecules and subcellular compartments 
that function in trafficking and protein 
secretion. The secretion of cytokines 
allows cells of the immune system to 
communicate and to mount inflammatory 
responses. We are studying the secretion 
of pro-inflammatory cytokines from 
macrophages. Understanding cytokine 
trafficking and secretion may lead to the 
development of new therapeutic strategies 
for chronic inflammatory diseases. 
Trafficking regulators including Rab and 
sNARE proteins are mutated in a range 
of human diseases, and our collaborative 
projects with other centres aim to reveal 
resulting cellular defects and to devise 
future therapeutic interventions. gene 
expression arrays, FAcs and biochemical 
approaches are used in our work. gene 
knockouts or mutations in mice are used in 
our discovery pipeline. since trafficking is a 
highly dynamic process, this research has 
been greatly enhanced by the development 
of fluorescent probes and microscopic 
techniques for 3D and 4D imaging in living 
cells. Live cell imaging, combined with 
other forms of microscopy, has become a 
major core technology for the research in 
our group. As cell trafficking pathways are 
usurped by invading bacteria in infectious 
diseases, our studies also focus on the 
phagocytosis and endocytosis of various 
bacterial pathogens, with the aim of 
identifying targets for new antimicrobials.   
Finally, in epithelial cells we study the 
polarised trafficking of membrane and 
adhesion proteins. E-cadherin is an 
essential cell-cell adhesion protein, a 
determinant of cell and tissue polarity and 
a vital tumour suppressor. A main goal of 
this work is to understand how E-cadherin 
trafficking functions in morphogenesis and 
cancer progression. 

RESEARCh pROjECtS 
• Characterisation of secretory pathways 

for cytokines and antimicrobial proteins 
in macrophages

• New targets for regulating cytokine 
secretion in arthritis and inflammatory 
bowel disease

• Characterisation of the structure and 
function of recycling endosomes in 
secretory and endocytic pathways

• Gene expression, mutations and 
functions of Rabs and sNAREs in 
secretory pathways

• Granule and lysosomal-mediated 
secretion in immune cells

• Phagocytosis and trafficking of bacterial 
pathogens

• Imaging live cells to create 3D and 
4D maps of trafficking pathways: 
fluorescence imaging, computer 
modelling and animation
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Role of growth hormone and 
related cytokines in growth, 
cancer, diabetes and obesity

MIkE wAtERS

Human melanoma line infected with mKATE2 
expressing chicken virus demonstrating ability 
to deliver STAT5 dominant negative to halt 
metastasis.

Adult height is determined by the 
actions of growth hormone (gH) during 

childhood and adolescence. In the adult, 
growth hormone is an important metabolic 
agent regulating body composition, 
opposing the actions of insulin. In old 
age, growth hormone status determines 
lifespan, at least in animal models. We study 
the means used by growth hormone to 
achieve these changes, using a variety of 
approaches directed to the growth hormone 
receptor, from high-resolution protein 
structures to genetically-engineered animals.

The growth hormone receptor determines 
the degree of the cell response to growth 
hormone, which we originally cloned 
collaboratively with genentech. Through 
FRET, BRET, crystallography and targeted 
mutagenesis we have developed a new 
model of how the gH receptor is activated 
by gH, involving realignment of receptor 
subunits within a constitutive dimer. An 
extension of this model describes how a 
rearrangement of an extracellular b-loop 
of the gH receptor selectively controls 
ERk activation without influencing stat5 
activation through the use of an alternate: 
src kinase.

By creating targeted knock-in mutations to 
signalling domains within the gH receptor 
cytoplasmic domain, we have shown that 
enhancement of postnatal somatic growth 
by gH is dependent on its ability to activate 
the transcription factor stat5. Because 
these mice become strikingly obese 
after six months of age, we are currently 
investigating the role of stat5a/b in control 
of lipid and carbohydrate metabolism using 
tissue-targeted gene deletion of stat5a/b. 

We have found that insulin secretion and 
action are altered in these mice, and 
their livers are grossly steatotic. We are 
identifying the molecular targets of gH that 
regulate these changes, using in vivo cre 
deletion of key transcription factors.

The surprising finding that the growth 
hormone receptor is located in the cell 
nucleus of dividing cells has led us to 
discover that nuclear localised receptor 
induces the expression of a key stem cell 
marker. Because we have shown that gH 
promotes neural stem cell proliferation, we 
are studying the mechanism of this direct 
gene induction by the gH receptor.

The absolute requirement for gH in liver 
regeneration has led us to use our panel of 
gH receptor signalling mutants to find the 
identity of the regeneration signal.

RESEARCh pROjECtS
• Investigating the mechanism of 

activation of growth hormone and 
related cytokine receptors, including 
the mechanism of activation of the 
src kinase constitutively bound to the 
receptor

• Elucidating the role of the growth 
hormone receptor in the cell nucleus in 
relation to proliferation, oncogenesis and 
stem cell proliferation

• Determining the role of GH-dependent 
stats 5/3/1 in lipid and carbohydrate 
metabolism, including insulin action

• Establishing the molecular basis for GH-
dependent liver regeneration

• Establishing the molecular mechanism 
underlying the long-term activation of 
neural stem cells by gH
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cells are the building blocks of our 
bodies. Interactions between different 

cells are important to shape our developing 
bodies, and a range of diseases occur when 
those interactions are disturbed, including 
cancer and inflammation. my laboratory 
studies one set of cell-to-cell interactions, 
those that occur when cells attach to one 
another. We focus on the cadherin family 
of cell-cell adhesion receptors. These 
critically determine the ability of cells to 
recognise one another and organise into 
coherent tissues. The importance of these 
receptors is emphasised by the fact that 
loss of cadherin function promotes cancer 
progression in epithelial tissues (such as the 
breast and colon) – the commonest form 
of human cancers. cadherin dysfunction 
also contributes to the breakdown of 
epithelial barriers during inflammation, 
notably in chronic disease of the intestine. 
By understanding the basic biological 
mechanisms of cadherin-mediated cell 
recognition we thus hope to provide vital 
insights into the basis of developmental 
patterning and common human diseases. 

currently we focus on understanding 
how cadherins cooperate with the actin 
cytoskeleton, long believed to be central to 
cadherin function. Our experience makes 
it increasingly clear that this cooperation 
involves a complex interplay between 
adhesion receptors and diverse distinct 
states of the cytoskeleton, coordinated 
by a variety of signalling pathways at the 
cell membrane. In particular, our work 
demonstrates that cadherins function as 
adhesion-activated cell signalling receptors 
that stimulate pathways to regulate the 
actin cytoskeleton, thereby influencing cell 
shape, adhesion, and cell-cell cohesion. 
Relevant signals include the Rho family 
gTPases and src family kinases. These 
affect a range of cytoskeletal regulators, 
including actin nucleators, cross-linking 
proteins, scaffolds and the myosins II and 
vI. We aim to understand the dynamic 
spatial and temporal regulation of the 
cytoskeleton by cadherin signalling, with 

a view to understanding how these key 
elements are used during development 
and tissue maintenance, and how they are 
disrupted in human disease.

RESEARCh pROjECtS
• Regulation of the actin cytoskeleton by 

E-cadherin

• Cooperation between cadherins and 
myosin motors at cell-cell contacts

• Cooperativity between cadherins and 
microtubules

• Cadherin signalling to Src family kinases: 
defining the pathway(s)

• The morphogenetic consequences of 
cadherin-activated cell signalling and 
cooperativity with the actin cytoskeleton
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imb researchers
the IMB is a highly collaborative environment 

where researchers from different fields combine 

to contribute to strategic research programs 

investigating the basis of growth and development 

at the genetic, molecular, cellular and organ levels.

Only by understanding the complex molecular 

and cellular events that occur throughout a normal 

human life can scientists understand abnormalities 

responsible for many common human diseases 

and to find treatments for them.
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In 2009 the Division’s research 

in chemistry, structural biology 

and pharmacology was lead by 

ten group Leaders (Professors 

David Fairlie, Jenny martin, Paul 

Alewood, David craik, Richard 

Lewis, Rob capon, glenn king, 

and matt cooper; Associate 

Professors mark smythe and 

Ben Hankamer) and 5 Affiliates 

(Professors Alan mark, Bostjan 

kobe, Istvan Toth, Paul young, 

and kirill Alexandrov). 

Division of  
chemistrY anD strUctUral biologY

Top: David Craik (second from left) receives an Honorary Doctorate from 
the University of Kalmar in Sweden. 

Above: Jenny Martin receives ARC Laureate Fellowship in Canberra.
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Fellowship & Award Highlights: 
Professor martin won a prestigious ARc 
Laureate Fellowship ($3.1m, 2010-2014). 
Professor cooper took up an NHmRc 
Australia Fellowship ($4m, 2009-2013). 
Professor craik was awarded an Honorary 
Doctorate from the University of kalmar 
(sweden) and an NHmRc Principal 
Research Fellowship. Professors Lewis 
and Alewood were coinvestigators on 
an NHmRc Program grant ($6.4m, 
2010-2014) to develop peptides for the 
treatment of pain. Drs vetter (Lewis group) 
and Rosengren (craik group) won NHmRc 
career Development Awards. Dr Josh 
mylne won a University of Queensland 
Research Excellence Award. Professor 
Alexandrov was awarded an ARc Future 
Fellowship, Professor kobe a new joint 
NHmRc program grant ($9.1m, 2010-
2014) on bacterial pathogenesis, Professor 
Toth won the 2009 RAcI Adrian Albert 
Award and Professor young the 2009 Asia 
Pacific medical virology Excellence Award. 

ARC & NHMRC Project Grants: The 
Division’s group Leaders were lead 
investigators in six new ARc Discovery 
grants ($3.3m, 60% success) and four 
new NHmRc project grants ($2.3m, 50% 
success) for commencement in 2010. 
Postdoctoral researcher Dr Richard clark 
was cIA on another NHmRc project 
grant. New ARc grants will discover new 
toxins from cone snails (Alewood), study 
interactions between cone snail venom 
and a receptor in nerve cell signalling 
(clark), design drugs to bind gPcRs 
on cell surfaces and study intracellular 
signalling (Fairlie, cooper), convert helical 
turns from proteins into small bioactive 
molecules (Fairlie), use spider venom to 
develop insecticides (king), investigate 
structures of photosynthetic proteins 
(Hankamer), and study post-translational 
modifications of proteins critical for cell 
functions (Alexandrov). New NHmRc 
grants will develop new pain drugs from 
Australian marine natural products (capon), 
and from cone snail venoms (craik, clark), 
study inhibition of metabolic syndrome in 

diet-induced obese rats (Fairlie) and modify 
drugs to combat resistant Staphylococcus 
aureus (cooper).

Research Activities: The Division 
continued research programs in: (i) the 
design of organic compounds, including 
those that target enzymes, membrane 
and cellular signalling proteins; (ii) the 
chemical discovery of biologically active 
natural products (proteins, peptides, 
organic) from venomous invertebrates, 
plants, bacteria and marine organisms; (iii) 
the determination of crystal and solution 
structures of proteins and protein-ligand 
complexes using x-rays and NmR 
spectroscopy; and (iv) mechanistic 
studies using enzymology, biochemistry, 
and molecular (cells) and experimental 
(animals) pharmacology for small molecules 
that intervene in mammalian physiology 
and disease. The Division discovered 
small molecules with anti-viral, anti-
inflammatory, anti-parasitic, anti-cancer, 
anti-neurodegenerative and anti-obesity 
properties. some new Division research 
initiatives in 2009-2010 are:

Infectious Disease The Division has 
made significant new commitments to 
studying infectious diseases. Professor 
martin’s ARc Laureate Fellowship will 
focus on designing antibacterial drugs 
that act on oxidoreductase enzymes 
associated with disulfide bond formation 
and virulence factors. Professor cooper’s 
NHmRc Australia Fellowship will focus 
on development of antibacterial drugs. 
Professor kobe’s joint NHmRc program 
grant involves a different team working on 
pathogenesis, treatment and prevention 
of bacterial infections. Professors Fairlie 
and young have three NHmRc project 
grants that are producing picomolar fusion 
inhibitors of Respiratory syncitial virus, 
nanomolar protease inhibitors of West Nile 
virus, and sub-micromolar fusion inhibitors 
of Dengue virus. 

Natural Product Drug Discovery New 
grants to Professors Alewood and Lewis 

(conotoxins), king (spider peptides), capon 
(marine and bacterial natural products) and 
craik (cyclic peptides from plants, cone 
snails) will provide new probes for studying 
biological processes and may result in 
leads for drug development.

Diabetes and Obesity Professor martin 
commenced an NHmRc program 
($10.6m, 2009-2013) with garvan Institute 
researchers to investigate pathways to 
diabetes prevention. Professor Fairlie 
commenced NHmRc-funded research on 
anti-inflammatory drugs that regulate lipid 
signalling in obese rats. 

Biofuels and Microalgal Reactors 
Associate Professor Ben Hankamer led the 
solar Bio-Fuels consortium investigating 
structural biology, protein and genetic 
engineering, and environmental conditions 
associated with different microalgal cell 
lines that produce hydrogen and other 
biofuels. This is an applied scientific 
research program targeted at fast-track 
commercialisation and rapid industry 
uptake.

Other Highlights: Professor martin was 
appointed a member of ARc college of 
Experts. Professor capon was elected to 
UQ Academic Board. Professor Fairlie’s 
research on helical turns was highlighted 
in chemical Engineering News. Professor 
glenn king’s research on toxins was 
featured on the Tv program catalyst 
and channel 7 news. The Division (in 
conjunction with RmIT) received $424k 
from ARc-LIEF to establish a drug 
screening facility. Professor kobe’s group 
developed a bioinformatic tool (Predikin) 
that showed the best performance 
in the kinase section of the 2009 
DREAm4 Peptide Recognition Prediction 
challenge, an international competition 
of computational specificity prediction 
methods. In 2009, most of the Division’s 
group Leaders each gave multiple invited 
plenary lectures and seminars around the 
world, including North America, Europe, 
south America and south East Asia.
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The overall focus in the group 
(www.uq.edu.au/alewood/) is the 

identification of bioactive molecules that 
have the potential to play important roles 
in human health and wellbeing. some 
specific interests include: the discovery 
and total synthesis of potent and selective 
peptides (toxins) from Australia’s venomous 
creatures; the chemical synthesis of 
proteins and bioactive peptides; the 
development of new synthetic and 
analytical chemistry; and protein structure 
and function. special emphasis is placed 
on determining the structure-function 
relationships of natural and designed 
molecules. current research programs 
involve: the discovery, isolation and 
characterisation of toxins from snakes, 
spiders, cone snails, platypus, ticks and 
scorpions; mimetics of calcium-binding 
inflammatory proteins from the s100 class; 
the chemical engineering of disulfide-rich 
peptides and proteases; elucidating the 
structure and function of milk proteins and 
their role in human health; and uncovering 
new pain pathways in chronic pain. This 
has led to the development of three new 
classes of drugs addressing chronic pain 
and congestive heart failure.

RESEARCh pROjECtS
• Identification and characterisation of 

novel peptides from Australian animals 
that target ion channels, transporters 
and receptors

• Dissecting chronic neuropathic pain 
pathways with receptor-selective toxins

• Protein mimetics 

• Development of new enabling synthetic 
chemistry to access disulfide-rich 
peptides and small bioactive proteins 
and enzymes (up to 200 residues)

• Design and synthesis of novel small 
molecules that mimic peptide structure 
and function (peptidomimetics)

kEy puBlICAtIOnS
Beatrix, m., Ueberheide, D.F., Alewood, 
P.F., and chait, B.T. (2009). Rapid, sensitive 
analysis of cysteine rich peptide venom 
components. Proceedings of the National 
Academy of Sciences USA 106: 6910-
6915.

mobli, m., Dantas de Araújo, A., Lambert, 
L., Pierens, g., Windley, m.J., Nicholson, 
g.m., Alewood, P.F., and king, g.F. (2009). 
Direct visualisation of disulfide bonds using 
NmR. Angewandte Chemie 48: 9312-
9314.

vernall, A.J., cassidy, P., and Alewood, P.F. 
(2009). A single α-helical turn stabilized 
by replacement of an internal hydrogen-
bond with a covalent ethylene bridge. 
Angewandte Chemie International Edition 
48: 5675-5678.

Jin, A.H., Daly, N.L., Nevin, s.T., Wang, 
c.I., Dutertre, s., Lewis, R.J., Adams, 
D.J., craik, D.J., and Alewood, P.F. (2008). 
molecular engineering of conotoxins: the 
importance of loop size to alpha-conotoxin 
structure and function. Journal of Medicinal 
Chemistry 51: 5575-5584.

yan, W.X., Armishaw, c., goyette, J., yang, 
Z., cai, H., Alewood, P., and geczy, c.L. 
(2008). mast cell and monocyte recruitment 
by s100A12 and its hinge domain. Journal 
of Biological Chemistry 283: 13035-13043.

Lewis, R.J., schroeder, c.I., Ekberg, J., 
Nielsen, k.J., Loughnan, m., Thomas, 
L., Adams, D., Drinkwater, R., Adams, 
D.J., and Alewood, P.F. (2007). Isolation 
and structure-activity of mu-conotoxin 
TIIIA. A Potent Inhibitor of Tetrodotoxin-
sensitive voltage-gated sodium channels. 
Molecular Pharmacology 71: 676-685.

Armishaw, c.J., Daly, N., Nevin, s., 
Adams, D.J., craik, D.J., and Alewood, 
P.F. (2006). Alpha-selenoconotoxins: A new 
class of potent alpha 7 neuronal nicotinic 
receptor antagonists. Journal of Biological 
Chemistry 281: 14136-14143.

sharpe, I., gehrmann, J., Loughnan, 
m., Thomas, L., Adams, D., Atkins, A., 
craik, D.J., Adams, D., Alewood, P.F., 
and Lewis, R.J. (2001). Two new classes 
of conopeptides inhibit the alpha1- 
adrenoceptor and the noradrenaline 
transporter. Nature Neuroscience 4: 902-
907.907.

lAB MEMBERS
Research Manager: Dianne Alewood

Senior Research Officers: John Holland, 
Lachlan Rash

Research Officers: Aline Dantas, Andrea 
vernal, Tom Durek, Jean Jin, markus 
muttenthaler, marion Loughnan

Research Assistants: Zoltan Dekan, Julie 
klint 

PhD Students: Rod morales, Jen smith, 
kalyani Akondi, simone vink

Visiting Students: klaus Nissen (University 
of copenhagen), Alexis Depauw (University 
of montpellier), yesica garcia Ramos 
(University of Barcelona), Amir seddik 
(Utrecht University)

Visiting Fellows: mehdi varidi (University 
of mashhad), sulan Luo (Hainan University)

design and discovery of 
bioactive peptides and 
proteins

pAul AlEwOOd



ImB ANNUAL REPORT 200953

DIvIsION OF cHEmIsTRy AND sTRUcTURAL BIOLOgy

Biodiscovery: from 
biodiversity and biology, 
to bioactives and beyond

ROB CApOn

my research group focuses on the 
detection, isolation, characterisation, 

identification and evaluation of novel 
bioactive metabolites from Australian 
marine and terrestrial biodiversity. These 
metabolites span all known biosynthetic 
structure classes, including many 
molecules new to science, and their 
study requires the use of sophisticated 
chromatographic, spectroscopic and 
chemical technologies. Natural products 
uncovered during our investigations 
represent valuable new leads in the search 
for drugs with application in the fields 
of human and animal health and crop 
protection, and as molecular probes to 
better interrogate and understand living 
systems. To best capture and develop ImB 
and broader UQ biodiscovery capabilities, 
we have established the Biodiscovery@
UQ network (www.biodiscovery.imb.
uq.edu.au). Biodiscovery@UQ is a thematic 
networking initiative aimed at facilitating 
interdisciplinary access to bioactive natural 
extracts and chemistry, improving basic 
and applied science outcomes, and 
showcasing excellence in UQ biodiscovery-
related research.

RESEARCh pROjECtS
• Natural Products Chemistry: 

the isolation and purification, and 
spectroscopic and chemical analysis, of 
secondary metabolites from marine and 
terrestrial plants, animals and microbes, 
with a view to better exploring and 
understanding “natural” chemical space.

• Synthetic Organic Chemistry: the 
synthesis of new bioactive natural 
products, to confirm, test and refine novel 
pharmacophores, to build knowledge of 
and prioritise new drug lead candidates, 
with a view to better exploring and 
understanding “synthetic” chemical space.

• Microbial Metabolism: the acquisition 
and fermentation of microbial 
biodiversity, to express silent secondary 
metabolite gene clusters, to better 

explore and make use of the full 
spectrum of “natural” chemical space 
defined by the microbial genome.

• Chemical Ecology: the detection, 
identification and evaluation of invasive 
pest (i.e. cane toads, insects) defensive 
secretions, toxins and pheromones, to 
improve our understanding of chemical 
ecology, to develop safe, effective and 
species-selective control solutions.

• Biological Targets: through a network 
of collaborators we have interests in 
developing new drug leads to target 
such indicators as infectious and 
neurodegenerative diseases, cancer, 
diabetes, obesity, pain and inflammation. 
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Chemical and biophysical 
tools for health management: 
diagnosis and therapy

MAtt COOpER

Our research involves the discovery 
and exploitation of novel biophysical 

methods for characterising molecular 
pathways involved in disease, and for rapid 
in vitro and ex vivo diagnosis of disease, 
with an emphasis on viral and bacterial 
infection.

We have a major effort on rational design 
and development of novel antibiotics and 
anti-virals active against drug-resistant 
pathogens, in particular those responsible 
for hospital-acquired infections such as 
mRsA.

We are also developing cell-specific ‘tags’ 
to deliver drugs to the right target, focusing 
initially on antibiotics and then extending 
the approach to anti-cancer drugs. 

We have a strong translational research 
focus in all of our project areas and work 
on those indications in which there is a 
clear commercial case and market need 
for innovative and disruptive solutions.  
many of the research team have significant 
experience in both academia and industry, 
with past projects leading to products on 
the market today. We collaborate with 
government agencies and companies 
locally in Australia and internationally in the 
Us, Uk, and Europe.

RESEARCh pROjECtS
• Antibiotic derivatives active against drug-

resistant bacteria 

• Interfacial chemistries for facilitated 
capture of biological molecules 

• Novel approaches for mapping protein 
signalling pathways with gPcRs

• Dengue virus bioinformatics and 
antibodies for rapid early onset diagnosis 
of infection

• Integrated antibody and small molecule 
discovery for theranostic intervention 
against flaviviruses
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nMR and protein 
structure in drug design

dAVId CRAIk

Our group uses NmR spectroscopy to 
determine the structures of proteins 

that are important in drug-design programs 
and in agriculture. By elucidating the 
structures of biologically-active proteins 
we are able to identify regions crucial for 
activity and use this information to design 
new drugs. The proteins we study come 
from a range of animal and plant sources 
but are often involved in host defence. 
Examples include the conotoxins (venom 
components from marine snails) and the 
cyclotides (novel circular proteins from 
plants).

We have an interest in the discovery 
and structural characterisation of novel 
protein topologies. In particular we aim to 
determine the mechanisms of biosynthesis 
and evolutionary origin of circular proteins 
and to apply protein-engineering principles 
to explore applications of circular proteins 
in drug design and agriculture. circular 
proteins are particularly stable and thus 
have advantages over conventional proteins.

We undertake protein-engineering studies 
in which we modify protein frameworks 
either by “grafting” new biologically-active 
epitopes onto them, or by stabilising them 
by cyclisation. We also study the protein-
folding problem, i.e., how do proteins fold 
into the complex shapes that determine 
their functions?

Highlights of 2009 included our discovery 
that one class of circular proteins, 
known as cyclotides, forms discrete 
pores in membranes that are crucial for 
their insecticidal activity.  These pores 
explain how cyclotides affect cells in 
insect guts. This work was published in 
the Journal of Biological Chemistry. We 
also characterised key cyclic peptide-
processing enzymes (asparaginyl 
endoprotease and peptide disulfide 
isomerase) and identified potential common 
processing mechanisms of circular proteins 
across divergent plant families. In the 
conotoxin field we discovered that a crucial 
cluster of residues in conotoxin vc1.1 

mediates its activity at a specific subtype 
of the nicotinic acetylcholine receptor. This 
work is helping us to develop new drug 
leads for the treatment of pain.

Our group organised the 1st International 
conference on circular Proteins, which 
was held on Heron Island in October 
2009. The conference was very successful 
and attracted leading experts on circular 
proteins from a dozen countries.  

some of the other projects on which we 
are currently working are outlined below:

We use computer modelling and NmR 
spectroscopy to design novel proteins that 
are stabilised for drug-design applications. 
We then synthesise them using solid-
phase peptide synthesis or recombinant 
molecular biology methods. We currently 
have molecules under development for the 
treatment of multiple sclerosis, cardiovascular 
disease, cancer and chronic pain.

Our group discovered a family of proteins 
called cyclotides that are exceptionally 
stable and appear to be a natural 
combinatorial protein template. We 
undertake fieldwork in Australia and 
overseas for the collection of plant species 
so that we can explore the diversity and 
evolution of this novel protein family.

By unravelling the necessary elements for 
the processing and cyclisation of natural 
cyclic peptides we are working towards 
being able to transfer the precursors and 
processing machinery into a wide range 
of crop plants for pharming and crop 
protection initiatives.

We study the structures of a range of 
toxins from cone snails, spiders and 
snakes and use this information to 
understand their mode of action against 
ion-channels and other receptors.

With our collaborator, Professor marilyn 
Anderson of La Trobe University, we are 
studying the structure-activity relationships 
of naturally-occurring proteins involved in 
plant defense against insect attack.

RESEARCh pROjECtS
• Bioengineering circular proteins 

• Discovering new circular proteins 

• Studying the structure-activity 
relationships of toxins

• Development of new drugs for pain

• Development of new anticancer drugs

• Investigating plant proteinase inhibitors

• Elucidating the biosynthesis of circular 
proteins

• Development of structure-function 
relationships of relaxin family peptides
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A coneshell with the structure of the 
α-conotoxin, Vc1.1, determined in our 
laboratory.
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Chemistry and human 
therapeutics

dAVId fAIRlIE

Our group works at the interface of 
chemistry, biology and disease to 

better understand molecular mechanisms 
of life, ageing, disease and death. 

Chemistry researchers develop expertise 
in: organic, medicinal or biological 
chemistry; computer-aided drug design; 
organic synthesis; structure determination 
using 2D NmR; and interactions between 
small molecules, proteins, RNA and DNA. 
Outcomes are new chemical reactions/
mechanisms/compounds/structures, 
enzyme inhibitors, protein agonists/
antagonists, and structural mimics of 
protein surfaces. 

Biology researchers use our novel 
compounds to interrogate human protein, 
cellular and animal function and to 
elucidate mechanisms of protein activation, 
biological/physiological processes, 
disease development, and drug action. 
Researchers gain insights to processes 
pivotal to human physiology or aberrant in 
disease, and develop skills in enzymology, 
biochemistry, pharmacology, immunology, 
virology, oncology or neurobiology. 

RESEARCh pROjECtS 
(http://fairlie.imb.uq.edu.au/)

• Drug design (for inflammatory disorders, 
cancers, viral/parasite infections, 
neurodegenerative, metabolic syndrome)

• Organic and medicinal chemistry 

• Structures by 2D NMR spectroscopy

• Enzymology & protein-protein 
interactions 

• Mimicry of protein surfaces

• Pharmacology: molecular (cellular) and 
experimental (animal models) 
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Structural biology of membrane 
proteins, macromolecular 
assemblies and viruses

BEn hAnkAMER

Determining the structures of membrane 
proteins, macromolecular assemblies 

and viruses is one of the great challenges of 
cell and structural biology. Using advanced 
high-resolution cryo-electron microscopes it 
is now possible to capture atomic-resolution 
information of biological macromolecules. 
However, as the captured images are 
inherently ‘noisy’, this information must be 
recovered by aligning many copies of the 
protein (~105-106 individual molecules) either 
computationally (by single particle analysis), 
or biochemically (via crystallography). 

As part of the ImB’s Visible Cell® project 
we have established a powerful single 
particle analysis pipeline, as well as new 
biotechnologies for template assisted 2D 
crystal production. The single particle 
process involves merging large numbers of 
2D projection images of randomly-oriented 
molecules to calculate 3D reconstructions. 
Our current benchmark resolution is ~10 
Å at which individual α-helices begin to be 
resolved, and we are actively developing 
processes to improve this further. In parallel 
we have developed detergent-resistant 2D 
templates that chelate Ni at the surface, to 
facilitate the systematic production of 2D 
crystals of tethered His-tagged membrane 
proteins. Using these twin approaches we 
are studying a wide range of important 
membrane proteins (e.g. photosynthetic 
membrane protein complexes, 
ATPases, mechanosensitive channels), 
macromolecular assemblies (AAA ATPases 
and related proteins, ferritin, Ns1) and 
icosahedral viruses. These structures 
provide fundamental new insights into 
many fascinating molecular machines 
and feed into the visible cell® project. 
These technologies are also being used to 
develop new bio-fuel production systems 
within the solar Bio-fuels consortium.

The Solar Bio-fuels consortium 
(www.solarbiofuels.org), co-directed by 
Ben Hankamer, has brought together 
an international team of specialists to 
develop high-efficiency 2nd-generation 

bio-fuel production systems using 
microalgae. This represents a rapidly 
expanding area of biotechnology of global 
significance. Our specialisation is the 
structural biology and biochemistry of the 
photosynthetic machinery, which drives the 
first step of converting solar energy into 
chemical energy (fuels). consequently its 
optimisation offers significant downstream 
benefits for all bio-fuel production systems 
(bio-ethanol, bio-diesel, BTL diesel, bio-H2 
and bio-methane). With colleagues, we are 
now taking the ‘visible cell’ approach to 
develop a 3D atlas of the photosynthetic 
machinery within the cellular context. This 
3D atlas will assist in the fine-tuning of the 
light capture and conversion processes 
of photosynthesis, just as a manual is 
required to tune the engine of a car.

RESEARCh pROjECtS
• High-Resolution single Particle Analysis: 

biology and process development

• The Visible Cell® Project: resolving the 
3D structure of the macromolecular 
assemblies and biophysical modelling 

• Template mediated 2D crystallisation: 
towards streamlined membrane protein 
crystallisation

• 2nd-generation micro-algal biofuel 
systems: development of bio-fuels 
systems for bio-H2, bio-diesel and BTL-
diesel production that are coupled to 
cO2 sequestration
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Bugs and drugs: rational development 
of novel antibiotics, analgesics, and 
environmentally-friendly insecticides

GlEnn kInG

Mexican red-kneed tarantula (Brachypelma 
smithii).

Schematic of a voltage-gated calcium 
channel.

Model of the interactions between various 
components of the Escherichia coli divisome.

Home page for the ArachnoServer database 
(www.arachnoserver.org).

Research in my laboratory is 
aimed at the development of 

novel pharmaceutical agents and 
environmentally-friendly insecticides. 
Approximately half of the group is studying 
bacterial cytokinesis or signalling by 
bacterial histidine kinases in order to 
provide a molecular understanding of 
these key biological processes and to 
establish a platform for the development 
of novel antimicrobial agents. The 
remainder of the group is focused on 
developing novel antinociceptive agents 
and environmentally-friendly insecticides 
by harnessing the remarkable chemical 
diversity encoded in the venoms of spiders 
and scorpions. most research projects are 
highly interdisciplinary and the experimental 
techniques employed range from molecular 
biology through protein chemistry to 
structure determination using NmR 
spectroscopy and X-ray crystallography. 
Research in the lab is currently funded 
by three ARc and five NHmRc research 
grants.

RESEARCh pROjECtS
• Developing novel antibiotics targeted 

against gram-positive pathogens

• Investigating the architecture of the 
bacterial cell division machinery

• Using venom peptides to characterise 
ion channels involved in sensing pain

• Developing environmentally-friendly 
insecticides based on spider-venom 
peptides
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Molecular pharmacology 
of venom peptides

RIChARd lEwIS

A major focus of my group is the 
discovery and development of 

peptides as research tools and leads 
to new therapeutics, especially in the 
area of pain management. This research 
involves the assay-guided isolation of 
venom peptides, peptide synthesis, tissue 
pharmacology, high-content imaging, 
radioligand binding, receptor mutagenesis, 
homology modelling, and finally, co-crystal 
structures and docking of the peptide to 
its target to identify how it binds. most 
of our research focuses on the discovery 
and characterisation of venom peptides, 
especially the conotoxins produced by 
the predatory cone snails found on the 
great Barrier Reef. These highly structured 
peptides, or mini-proteins, act selectively 
at a wide range of ion channels, g-protein 
coupled receptors and transporters found 
in the membranes of cells. Interestingly, 
several conotoxins have been taken into 
the clinic, including Xenome’s Xen2174 
for chronic neuropathic, postsurgical and 
cancer pain that was developed from 
χ-mrIA, originally discovered in my group. 

RESEARCh pROjECtS
• Discovering conopeptides that modify 

pain pathways (NHmRc Program grant)

• Determining sites and mode of 
conotoxin binding to the α1-
adrenoceptor, noradrenaline transporter 
or nicotinic acetylcholine receptor

• Discovering conotoxins that modulate 
calcium and sodium channels

• Discovering and characterising novel 
bioactives using high-content screens

• Developing mass spectrometric 
approaches to unravel the peptide 
diversity of cone snail venoms 
(venomics)
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protein structure and 
drug design

jEnny MARtIn

Our work aims to better understand 
the role of proteins in disease and 

to develop novel drugs targeting these 
disease-causing proteins. We use a range 
of biochemical and biophysical techniques 
to investigate the structure, function and 
interactions of proteins, with a particular 
emphasis on high-throughput protein 
crystallography and structure-based 
approaches for inhibitor design. 

A major outcome over the past years 
has been the tremendous advance in 
our understanding of the regulation 
of sNARE proteins involved in insulin-
stimulated trafficking of the gLUT4 glucose 
transporter. This process, which is critical 
to the regulation of blood glucose levels, 
is affected in Type II Diabetes. Our recent 
results, in collaboration with Professor 
David James (garvan Institute), show that 
the munc18c protein binds to a short 
N-terminal peptide of the sNARE syntaxin4 
protein, and that this interaction stimulates 

sNARE ternary complex formation thereby 
promoting vesicle fusion. We determined 
the structure of the munc18c:sx4 peptide 
complex showing that the N-peptide 
interaction is evolutionarily conserved in 
almost all sNARE systems (Hu et al. PNAS 
2007). This work led directly to the award 
of a 2009 NHmRc program grant with 
James and four other diabetes researchers 
at the garvan Institute. 

Our long-running interest in bacterial redox 
folding factors led to the determination 
of the crystal structure of a key virulence 
factor, DsbA from Pseudomonas 
aeruginosa using data measured at the 
Australian synchrotron (shouldice et al., 
AntiOx Redox Signal 2009). We are now 
focusing our attention on developing 
inhibitors of DsbA as potential antibacterial 
agents (Heras et al. Nature Rev Microbiol 
2009), using fragment-based screening. 
We have already successfully applied this 
approach to PNmT, using the automated 
UQ ROcX diffraction facility. more than 140 
PNmT crystals were used to screen ~380 
drug-like fragments: 12 hits were identified 
and confirmed by isothermal calorimetry. 
six elaborated compounds were designed 
and synthesised in collaboration with gary 
grunewald (kansas U) and shown to be 
inhibitors of enzyme activity in collaboration 
with michael mcLeish (Indiana U). 

RESEARCh pROjECtS
• Structure, function and interactions of 

proteins associated with insulin action

• Structure, function and inhibition of 
redox folding factors involved in disease

• Novel inflammation drug targets using 
high-throughput structure approaches

• Structure, function and inhibition of 
transferase enzymes involved in disease

kEy puBlICAtIOnS
Heras, B., shouldice, s.R., Tokrina, 
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bacterial pathogenicity. Nature Reviews 
Microbiology 7: 215-225.

shouldice, s.R., Heras, B., Jarrott, R., 
sharma, P., scanlon, m.J., and martin, 
J.L. (2009). characterisation of the 
DsbA oxidative folding catalyst from 
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molecules. Antioxidants and Redox 
Signaling 12: 921-931. (front cover)

Hu, s.-H., Latham, c.F., gee, c.L., James, 
D.E., and martin, J.L. (2007). structure 
of the munc18c/syntaxin4 N-peptide 
complex defines universal features of the 
N-peptide binding mode of sm proteins. 
Proceedings of the National Academy of 
Sciences USA 104: 8773-8778.

gruber, c., cemazar, m., Heras, B., 
martin, J.L., and craik, D.J. (2006). Protein 
disulfide isomerase: The structure of 
oxidative folding. Trends in Biochemical 
Sciences 31: 455-464.

Latham, c.F., Lopez, J.A., gee, c.L., Hu, 
s.-H., Westbury, E., Blair, D., Armishaw, 
c., Alewood, P.F., Bryant, N.J., James, 
D.E., and martin, J.L. (2006). molecular 
dissection of the munc18c/syntaxin4 
interaction: Implications for regulation of 
membrane trafficking. Traffic 7: 1408-1419.
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DIvIsION OF cHEmIsTRy AND sTRUcTURAL BIOLOgy

Our research focuses on advancing 
drug design and synthetic organic 

and peptide chemistry to discover novel 
biologically-active molecules. We apply 
these new drug design and discovery 
methodologies to discover drugs to treat 
unmet medical needs or provide better 
therapeutic solutions to existing marketed 
drugs.

Using a combination of mathematics, 
software development, drug design, 
combinatorial chemistry and phage display, 
we are developing new approaches to 
identify biologically-active molecules. Thus, 
projects are multidisciplinary and focused 
on achieving medical outcomes.

We have recently developed several 
small molecule anti-TNF compounds for 
treatment of inflammatory diseases and 
specific small molecule modulators of 
prostaglandin D2 synthase for treatment of 
asthma. In addition we have designed and 
synthesised a new spin label to accurately 
determine distances in biological systems.

RESEARCh pROjECtS 
• Modulating haematopoietic prostaglandin 

D2 synthase for allergic disease

• Studying antagonists of Myb for 
treatment of leukaemia

• Designing SHP-1 inhibitors to boost 
haematopoiesis

• Developing antipathogenic compounds 
to treat microbial infections

• Developing structure-based phage 
display

• Developing new computational 
algorithms and strategies for sampling 
biologically-relevant chemistries

• Developing a synthetic process for the 
combinatorial synthesis of biologically-
relevant compounds

• Developing in vitro and cell-based 
assays for screening arrays of 
compounds

kEy puBlICAtIOnS
Horton, D.A., Horton, g.T., coughlan, J., 
kaiser, s.m., Jacobs, c.m., Jones, A., 
Ruhmann, A., Turner, J.y., and smythe, 
m.L. (2008). cyclic tetrapeptides via 
the ring contraction strategy: chemical 
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Organic & Biomolecular Chemistry 6: 
1386-1395.

severinsen, R., Bourne, g.T., Tran, T.T., 
Ankersen, m., Begtrup, m., and smythe, 
m.L. (2008). Library of Biphenyl Privleged 
substructures using a safety-catch 
Linker Approach. Journal of Combinatorial 
Chemistry 10: 557-566.

Horton, D.A., severinsen, R., kofod-
Hansen, m., Bourne, g.T., and smythe, 
m.L. (2005). A versatile synthetic approach 
to peptidyl privileged structures using a 
safety catch linker. Journal of Combinatorial 
Chemistry 7: 421-435.

Horton, D.A., Bourne, g.T., and smythe, 
m.L. (2003). The combinatorial synthesis 
of Bicyclic Privileged structures or 
Privileged substructures. Chemical 
Reviews 103: 893-930.

meutermans, W.D.F., Bourne, g.T., 
golding, s.W., Horton, D.A., campitelli, 
m.R., craik, D., scanlon, m., and smythe, 
m.L. (2003). Difficult macrocyclisations: 
New strategies for synthesising Highly 
strained cyclic Tetrapeptides. Organic 
Letters 5: 2711-2714.
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Combinatorial chemistry 
and molecular design

MARk SMythE
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imb researchers
the IMB is a highly collaborative environment 

where researchers from different fields combine 

to contribute to strategic research programs 

investigating the basis of growth and development 

at the genetic, molecular, cellular and organ levels.

Only by understanding the complex molecular 

and cellular events that occur throughout a normal 

human life can scientists understand abnormalities 

responsible for many common human diseases 

and to find treatments for them.
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Joint appointments 
at the imb 

The purpose of joint appointments 

is to foster collaborations in 

teaching, research and related 

activities between the ImB and 

schools of The University of 

Queensland. Joint appointments 

involve a split in salary between 

the ImB and the relevant UQ 

school, and a joint appointee’s 

commitment to the research and 

teaching activities at the ImB 

is greater than that of affiliate 

appointees. Joint appointees 

participate in all Institute activities 

including laboratory research, 

supervision of research higher 

degree students, and attendance 

at seminars, Divisional meetings 

and ImB group Leader retreats. 

Joint Appointments in 2009 

were Professor Alan mark and 

Professor geoff mcLachlan.
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Molecular dynamics of 
biomolecular systems

AlAn E. MARk

The group concentrates on modelling 
the structural and dynamic properties 

of biopolymers such as proteins, nucleic 
acids and lipid aggregates. In particular, 
we use computer simulations to 
understand and predict the macroscopic 
(experimentally observable) behaviour of 
complex biomolecular systems based 
on the interactions between atoms. We 
develop the software, atomic force fields 
and theoretical models needed to address 
a range of fundamental questions.

First, how do proteins fold? Understanding 
how proteins fold is one of the grand 
challenges of modern biology and a critical 
test of our ability to accurately predict 
interactions in protein systems. The failure 
of proteins to fold correctly is also linked to 
a range of debilitative diseases including 
Alzheimer’s Disease, BsE and some 
forms of Type II diabetes where misfolded 
proteins form destructive aggregates called 
amyloid fibrils. currently, it is not possible 
to directly simulate the folding of proteins 
in atomic detail. Dramatic progress has, 
however, been made in the de novo folding 
of small peptides and the refinement of 
larger proteins. Research on folding is 
conducted at multiple levels. small model 
systems are used to refine force fields and 
simulation techniques. On a larger scale 
we are simulating how multiple copies 
of certain peptides aggregate in order to 
understand how amyloid fibrils form.

second, how do cell surface receptors 
transmit a signal through the cell 
membrane? Receptor proteins on the 
surface of cells play a vital role in cellular 
communication. However, little is known 
in regard to the mechanism by which the 
binding of a molecule to an extracellular 
receptor transfers a signal across the 
cell membrane or even how changes in 
the environment can activate certain cell 
surface receptors. For example, we are 
investigating the mechanism by which low 
pH triggers the activation of the Dengue 
E protein, which plays a critical role in 

the entry of the virus into cells. We are 
also investigating the structural changes 
associated with the binding of human 
growth hormone to the growth hormone 
receptor. 

Third, how do membrane proteins 
assemble? cell membranes are the 
archetypal self-organised supramolecular 
structure. membrane protein complexes 
also represent a new frontier in structural 
biology. Using simulations, we are able 
to directly investigate how bilayers and 
vesicles form. We are also investigating 
the assembly of functional structures such 
as the assembly of anti-microbial peptides 
into transmembrane pores. This in turn is 
being used to understand the mechanism 
by which larger complexes form in 
heterogeneous environments. 

RESEARCh pROjECtS
• Simulating peptide folding and assembly

• Pore-forming peptides as models for 
protein assembly

• The nucleation and growth of amyloid 
fibrils

• Mechanism of activation of the human 
growth hormone receptor

• New methods in drug design

kEy puBlICAtIOnS
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Chemical Physics 126: 014903.
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Society 128: 1256-12161.
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A model of the transmembrane domains of 
the growth hormone receptor.

The interaction of human growth hormone 
(red) with the extracellular domain of the 
growth hormone receptor showing the 
contact area predicted by atomistic molecular 
dynamics simulations.
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Applied statistics and 
bioinformatics

GEOffREy MclAChlAn

my research in applied statistics is in 
the related fields of classification, 

cluster and discriminant analyses, data 
mining, image analysis, intelligent systems, 
machine learning, neural networks, and 
pattern recognition, and in the field of 
statistical inference. The focus in the 
latter field has been on the theory and 
applications of finite mixture models and 
on estimation via the E(expectation)- 
m(maximisation) algorithm.

I am also actively involved in the field 
of bioinformatics with the focus on the 
development of methods and software for 
the analysis of data from high-throughput 
genomics projects, with particular 
emphasis on gene-expression profiles. 
The limitations of conventional methods of 
cancer classification and diagnosis based 
on the site and appearance of the tumour 
or organ are well-known. With microarrays 
allowing genome-scale measures of gene 
expression, attention has turned to using 
differences in the activity of the gene 
expressions (gene profiling) to classify 
and diagnose tumours. I also wish to 
utilise high-throughput genomic data to 
understand biological regulatory networks. 

concerning statistical methodology 
being developed for the aforementioned 
problems, I am working on very fast 
methods for factorising data matrices 
for observation vectors of extremely high 
dimension to produce observations on so-
called meta-variables (metagenes) of small 
dimension. consideration is given to the 
use of resources such as gene Ontologies 
and pathway analysis to determine the 
biological significance of the metagenes. 
specific applications include the supervised 
classification of tissue samples for use 
in diagnosis and prognosis of diseases 
and the unsupervised classification 
(clustering) of tissue samples in the search 
for new subclasses of diseases. I am 
also concerned with the development of 
methodology for the simultaneous testing 
of thousands of hypotheses at a time. This 
problem occurs in many applications in 
bioinformatics, such as with the detection 
of differentially expressed genes in two or 
more conditions (diseases). methods that 
provide increased power in small-sample 
size situations are being developed.

RESEARCh pROjECtS
• Ongoing research into the modelling of 

gene profiles for use in the detection 
of differentially expressed genes and in 
time-course studies

• Development of diagnostic methods 
for cancer, using multiple indices in               
conjunction with clinical factors

• Development of fast methods for the 
factorisation of data arrays, such as 
microarray data matrices, involving 
sets of extremely high dimensions, for 
use in supervised and unsupervised 
classification of tissue samples on 
patients

• Modifications to existing statistical 
methodology and the development of 
new techniques for the next generation 
of high-throughput technology with fast 
sequencing platforms 
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Em Algorithm.  In The Top-Ten Algorithms 
in Data Mining, X. Wu and v. kumar (Eds.).  
Boca Raton, Florida: chapman & all/cRc, 
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Baek, J., son, y.s., and mcLachlan, 
g.J. (2007). segmentation and intensity 
estimation of microarray images using a 
gamma-t mixture model. Bioinformatics 23: 
458-465.
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aFFiliate appointments

The purpose of affiliate appointments 
is to foster collaborations in teaching, 
research and related activities between 
the Institute for molecular Bioscience 
(ImB) and schools at The University 
of Queensland.  Affiliate appointees 
to the ImB contribute through active 
involvement with relevant ImB groups, 
facilities or research programs and 
through joint supervision of research 
higher degree students.

Affiliate appointees contribute to the 
intellectual life of the Institute through 
attendance at ImB seminars, Divisional 
meetings and ImB group Leader retreats.  
salary for affiliate appointees is paid by 
the relevant University of Queensland 
school.

professor Matt Brown
Diamantina Institute for cancer, Immunology 
and metabolic medicine

dr dave Edwards
Australian centre for Plant Functional 
genomics

professor nicholas fisk
UQ centre for clinical Research

professor Ian frazer
Diamantina Institute for cancer, Immunology 
and metabolic medicine

professor tom Gonda
Diamantina Institute for cancer, Immunology 
and metabolic medicine

professor jane hunter
school of Information Technology and 
Electrical Engineering

Associate professor Stuart kellie
school of chemistry and molecular 
Biosciences

professor Bostjan kobe
school of chemistry and molecular 
Biosciences

Associate professor fred Meunier
Queensland Brain Institute 

Associate professor joe Rothnagel
school of molecular and microbial sciences

professor Ranjeny thomas
Diamantina Institute for cancer, Immunology 
and metabolic medicine

professor Istvan toth
school of chemistry and molecular 
Biosciences

dr jon whitehead
Diamantina Institute for cancer, Immunology 
and metabolic medicine

Associate professor paul young
school of chemistry and molecular 
Biosciences

Professor Matt Brown  Dr Dave Edwards Professor Nicholas Fisk Professor Ian Frazer Professor Tom Gonda 

Professor Jane Hunter  Assoc. Prof. Stuart Kellie Assoc. Prof. Bostjan Kobe Assoc. Prof. Fred Meunier Assoc. Prof. Joe Rothnagel 

Professor Ranjeny Thomas  Professor Istvan Toth Dr Jon Whitehead Assoc. Prof. Paul Young
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THE ImB HAs a well-established health 
and safety infrastructure based on a 
combination of local Floor managers, 
an effective training and induction 
process, and an integrated database built 
specifically for research support.  This 
model is closely aligned with the overall 
OH&s policies and goals of The University 
of Queensland, and provides great 
flexibility as developments in regulatory 
requirements or University policies occur.

In 2009, the OH&s infrastructure at the 
ImB continued to evolve, with the following 
main areas being developed for, or adapted 
to, a changing research environment:

• revised Radiation Safety and Protection 
Plan,

• revised induction process,

• risk assessment database review and 
modification,

• implementation of periodic online safety 
audits,

• development of a tasks database to 
systematically monitor compliance with 
various regulatory bodies and legislation,

• cytotoxic handling audit and risk 
assessment review,

• implementation of an external contractor 
safety induction system, and

• certification of all laboratory areas for 
use as Quarantine-approved premises.

In 2009, all audits by federal and state 
bodies such as OgTR, AQIs, ANsTO and 
QFRs have shown excellent compliance.  
Informal internal audits for the upcoming 
self-Insurance Audit due in 2010, and 
for the UQ Environmental management 
system, have also indicated that the 
ImB has a strong OH&s and regulatory 
compliance system in place.

The ImB safety structure is therefore in 
good shape to meet the current safety, 
regulatory and occupational requirements 
of its staff and students, but there is still 
room for improvement.  Injuries involving 
eyes remain a significant proportion of 
incidents at the ImB, closely followed by 
chemical splashes and minor cuts.  correct 
use of equipment, PPE and chemical 
handling have been identified as areas 
for improvement and further training, and 
we look forward to fewer incidents with 
respect to these factors in 2010.

challenges for the ImB’s safety 
infrastructure in 2010 include:

• preparing IMB systems for the 
implementation of the new Federal 
OH&s legislation,

• preparing IMB systems for the upcoming 
changes to biosecurity requirements,

• preparing for the Self-Insurance Audit in 
late 2010, and

• implementing a chemical inventory 
system for quarterly reports.

While we believe the safety and compliance 
systems at the ImB are of world standard, 
we depend upon the assistance of all staff 
and students at the Institute to help make 
our workplace a safe one.

imb occUpational health  
anD saFetY report
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imbcom
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IMBcom pty ltd is The University 

of Queensland’s company for 

commercialisation of valuable 

discovery research of the ImB. It is 

responsible for the protection and 

development of the University’s 

ImB intellectual property portfolio. 

Established in 2000, ImBcom 

has a skilled, independent Board 

of Directors and operates as a 

separate commercial entity, but 

with a charter of service to the 

University’s commercialisation 

objectives. The company has 

ten employees who provide the 

specialist skills to commercialise 

the results of ImB researchers’ 

discoveries.

ImBcom uses a model of cooperative 
integration with the discovery activities of 
the research labs. ImBcom staff members 
are involved from the earliest disclosure 
stages with the planning and delivery 
of ways to add value to the emergent 
innovations. The company manages the 
ImB’s Intellectual Property as custodians, 
developers and drivers, resulting in 
licences, contracts and the formation of 
start-up companies to take discovery to 
products and services into markets. 

ImBcom has had a historical strategic 
focus on developing new companies and 
has established 11 new biotechnology 
startup companies, two in conjunction with 
UniQuest. These companies have raised 
more than $50 million through private 
sector investment, $16 million in federal 
and state government commercial grants 
and currently employ or contract over 30 
individuals in R&D and commercialisation. 
These spinouts have gone on to 
develop strategic relationships in their 
own right with many other Australian 
and international biotechnology and 
pharmaceutical companies, and have 
encouraged the growth and establishment 
of service providers, adding to the fabric 
and critical mass of the industry in 
Queensland. The companies continue 
to mature under their own management 
once substantial investment is raised. 
ImBcom has exited its interest in one of 
the companies developed in partnership 
with Uniquest, Xenome, and the funds 
generated for the ImB and ImBcom are 
being used to provide the “proof-of-
concept” funds for future IP and product 
development.

In 2009, ImBcom brokered three major 
deals resulting from ImB research:

• a non-exclusive technology licence with 
PROLOR Biotech to a human growth 
hormone receptor cell line,

• an exclusive technology licence with 
sequenom to UQ’s Foetal cell Isolation 
and Enrichment Technology, which 
potentially improves the safety margin 
when testing foetuses for disease, and

• licence agreements with Wyeth and 
cyclogenix for rights to a novel drug 
discovery platform used for generating 
therapeutic peptides.

The ImB has a commitment to the training 
of high-quality graduate students in 
the molecular biosciences and aspires 
to provide a more holistic training that 
includes commercial dimensions. 
ImBcom delivers this objective through 
the provision of workshops. These 
“bootcamps”, or BioBusiness Retreats, 
incorporate elements of career preparation, 
understanding and working in a 
commercial environment, and working in 
teams to produce outcomes. The training 
engages experienced professionals 
from the pharmaceutical, biotechnology, 
investment and research industries, and 
has provided one of the building blocks 
of the commercial culture emerging 
in the ImB. These programs have 
provided commercial, project and team 
management skills to over 330 individuals 
to date, some of whom have adopted 
careers in the industry, being placed in 
Queensland biotechnology companies 
and ImBcom itself. The ImBcom model 
is widely offered by organisations that 
recognise that the preservation of value in 
intellectual property is the key to building 
assets upon which industry develops.

ImBcom provides assistance to 
Queensland and commonwealth 
government departments and agencies 
with respect to biotechnology industry 
development, and is well regarded as 
an effective advocate for Queensland’s 
consistent promotion of the smart state/
Towards Q2 agenda. ImBcom showcases 
not only the ImB and the University 
to industry and investment, but also 
Queensland as an industry destination. 
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As predicted in last year’s report, it 

has been a time of change for the 

ImB’s postgraduate program, with 

UQ’s introduction of candidature 

milestones and the full implementation 

of the continuous assessment of 

scholarship applications for both 

domestic and international students.

since the formal start of semester 1 

2009 (01-Dec 2008), we have had 

31 students commence and three 

other students transfer to the institute 

from other programs. Of these 34 

students, 27 were international, from 

countries as diverse as Italy, spain, 

germany, Russia, the Ukraine, china, 

vietnam, India, Pakistan, malaysia 

and singapore. This continues last 

year’s trend of increased international 

enrolments, with overseas students 

now comprising 50 percent of our 

cohort. Our total number of active 

RHD students has stabilised at 

around 130 students, an amazing 

28 candidates of which completed 

their PhD degree in 2009 (for a full 

list see page 72). While some of our 

graduates have remained within ImB 

throughout the year to complete 

research projects, many have taken 

up positions both locally and overseas 

(for details see page 72).

postgraDUate research
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As in past years, a number of our students 
received accolades throughout the year. 
These included maggie gentz from 
the king group, who was Founder and 
inaugural coordinator of the ImB science 
Ambassador Program (see page 81). 
she was also an invited speaker at the 
World congress of science and Factual 
Producers where she presented her 
research to media outlets from around 
the world in a session called “skinning 
your cat: A Workshop for scientists”. 
Throughout the year maggie also served 
as one of the Queensland government’s 
Talking scientists (visiting Toowoomba, 
Townsville and mitchell), presented at the 
Queensland science in Parliament event in 
a talk focused on science communication, 
and in December 2009 was elected 
as first secretary of the newly-founded 
International Branch of the Entomological 
society of America (the largest society of 
entomologists in the world). marga gual 
soler (stow group) won the spanish “sa 
Nostra” Foundation Award for continuing 
postgraduate studies overseas, Tom 
Whitington (Bailey group) received an 
internal grant from the computational 
Biology Research centre (cBRc) in Tokyo 
to pursue three months of collaborative 
research in Japan in early 2009, and 
muharrem Akan (craik group) won a 
2009 Trans-Pacific Fellowship worth 
over $11,000 to undertake research 
in a collaborator’s lab in seattle, which 
he shall take up in 2010. Paulo Amaral 
(mattick group) was awarded a fellowship 
to attend the 74th cold spring Harbor 
symposium on Quantitative Biology and 
present a talk entitled “Evolution: The 
molecular Landscape”. Reena Halai 
(craik group) received an American 
Peptide society travel bursury to attend 
the American Peptide symposium held 
in the Us in June, winning a young 
scientific Investigator poster award at the 
meeting. she and Russell Driver (Fairlie 
group) also won a HOPE meeting travel 
award from the Australian Academy of 
science to attend the 2nd Hope meeting 
in Japan in september 2009, with Reena 
again winning the Best Poster Presenter 

Award at that meeting. Zakir Tnimov 
(Alexandrov group) won second prize in the 
Poster division at the East coast Protein 
meeting in coffs Harbour in August 2009 
and markus muttenthaler was awarded 
the Protein science young Investigator 
Travel Award to attend the vIII European 
symposium of the Protein society in 
Zurich. markus was also awarded the 
prestigious “Best Thesis Award” for 2008 
and 2009 from the Royal Australian 
chemistry Institute. We also had three 
students appearing on the UQ Dean’s List 
for 2008: congratulations to Dr Natalie 
Butterfield (Wicking group), Dr Rebecca 
Pelekanos (Waters group) and Dr cas 
simon (mattick group).

Our honours cohort was small but 
continued to excel. We had 13 students 
commencing in Feb 2009, seven students 
who carried over from July 2008 and 
two others who commenced July 2009. 
As in previous years, 80 percent of 
those students completing their year in 
2009 obtained a grade of First class 
honours. The Amgen Award for the most 
outstanding honours student at the ImB 
was won by Elanor Wainwright from the 
koopman group. Elanor, whose honours 
project explored “The role of mir-202 in 
gonad development”, has been working as 

a research assistant in the Wilhelm group 
and is intending to commence a PhD in 
the same group in 2010. Amgen Australia 
has been presenting our honours students 
with this award for over a decade and 
we are thrilled by their continued support 
of our young researchers. The ImB also 
continued the Undergraduate Research 
scholarship scheme (URss) in 2009, 
placing 23 second- and third-year students 
within laboratories in one of our divisions 
for eight hours per week during semester. 
Additionally, a number of third-year 
students completed mini-research projects 
as part of the “Introduction to Research” 
module of their degrees, and several 
Advanced studies students completed 
research projects as part of their program. 
We also placed 17 students in summer 
projects of six to 10 weeks duration as 
part of UQ summer vacation program, 
which this year included four high-calibre 
students from New Zealand and one 
from the University of melbourne. Once 
again, the ImB hosted many international 
students who joined ImB for up to one 
year as occupational trainees, undertaking 
overseas research placements as part of 
their degree requirements within their home 
institution. We also welcomed a number 
of year 10 and 11 students from schools 
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throughout Queensland to undertake a 
brief period of work experience within 
research laboratories.

Our ImB student Association, sImBA, 
organised a range of social events 
throughout the year and on several 
occasions pitched both the brains and 
brawn of the ImB student body against 
those from the other research institutes 
on campus. The events conducted 
throughout 2009 included the ImB/AIBN 
inter-institute Trivia Evening, the first annual 
ImB vs AIBN paintball competition and 
the highly successful Inter-Institute Ball 
(coordinated in conjunction with QBI and 
AIBN). There were also several ImB-based 
BBQs to meet and greet new students, 
and the Agm, held in August 2009 to 
usher in the new sImBA Executive for 
09/10. This year we welcomed to the 
posts Robert mcLeay (President), Nilesh 
Bokil (vice President), selene Fernandez 
valverde (secretary), Peter yee (Treasurer), 
Erin Ahern (sImBAlize editor-in-chief) and 
marga gaul soler (Event co-ordinator). 
Each year the sImBA Executive brings 
an energy to the role which ensures our 
students have a collective identity within 
the institute. We continue to be delighted 
by their enthusiasm and commitment. 

The ImB Early career Researcher (EcR) 
committee also had a very productive year. 
In addition to again running a mentoring 
afternoon tea in may, and successfully 
hosting the second ImB EcR symposium 
in september, they organised a series 
of events discussing the presentation of 
scientific data in oral and written format. 
These included a seminar by Professor 
koopman entitled “How to give a talk 
like Barack Obama”, which provided 
valuable insights into the dos and don’ts 
of scientific presentation; a presentation 
entitled “Research in view to publication” 
delivered by Professor Jenny martin and 
Associate Professor Alpha yap, who were 
joined by Professor kirill Alexandrov and 
Dr Dagmar Wilhelm for a panel discussion 
on the topic after the lecture; a seminar 
by visiting speaker Professor David vaux, 
entitled “Ten rules for the presentation and 
interpretation of data in publication”; and 

a live web seminar by Dr mike Rossner 
(Executive Director, Rockefeller University 
Press and former managing editor of the 
Journal of Cell Biology) entitled “What 
editors want – an insight”. In addition, the 
EcR committee continued to coordinate 
the institute-wide monday midday 
meetings and arranged for EcRs to lunch 
with speakers after the Friday seminar 
series, produced an EcR website and 
newsletter, and maintained an active and 
very positive presence throughout the ImB. 
During 2009, the members of the EcR 
committee included Dr Andrew Brooks 
(President), Dr Daniel Abankwa (vice-
President), Dr simon Wilkins (completed 
PhD in 2009), Dr James Palmer, Dr Adi Haji 
Idris (completed PhD in 2009), Dr michael 
Hanzal-Bayer, Dr Rehan villani, Dr karin 
kassahn, Dr Andrea Bugarcic, Dr Eva 
kovacs, Dr Alex combes (completed PhD 
in 2009), Dr Johanna Barclay, Dr mathias 
François, Dr Rikki Hvorup, Dr Richa Dave, 
and Natalie Eriksson and Evan stephens 
(PhD students).

The Postgraduate Program continued to 
run a set of workshops designed to assist 
students in overall career development, 
which complemented those run by the 
EcR committee. These included ImBcom’s 
three-day BioBusiness Retreat for the 
third-years, which was held this year from 
1st to 3rd April at Noosa springs Resort, 
Noosa Heads. Once again, feedback from 
the retreat was extremely positive, with 
students really enjoying the information 
and interactive sessions. We also offered 
our students the opportunity to attend 
the workshop “Introducing R” (a freeware 
statistics package) run by Dr simon 
Bloomberg in conjunction with the school 
of Biomedical science. Our grants Officer, 
michelle Foley, provided an information 
session covering fellowship applications, 
and Bronwyn Adams, our communications 
Officer, organised several training sessions 
for students chosen to be ImB science 
Ambassadors. We also conducted the 
ImB three-minute thesis challenge in 
which our second-year PhD students gave 
presentations as part of their candidature 
milestone.  A panel of judges then selected 
two students to represent the ImB in 

the inter-Institute final, which was part of 
the university-wide three-minute thesis 
competition run by the UQ graduate 
school.  Both Rhonda kan (Wainwright 
group) and Lindsey mcFarlane (Wilhelm 
group) made us proud, with Lindsey 
receiving the People’s choice award in the 
inter-institute semi-final of the competition.

The ImB, once again, has been 
extremely fortunate to have Professor 
Rob capon continue in his role as the 
ImB Postgraduate coordinator and ImB 
representative on the UQ RHD committee 
of the Academic Board throughout the 
year. His commitment to the Postgraduate 
program (and in fact all student matters) 
is amazing, as illustrated by his ImB 
Postgraduate Roadmap document which 
was released this year as a blueprint for 
describing the way in which the ImB will 
manage the new candidature milestones. 
He was chosen as one of four Pgcs to 
present their school’s implementation of 
milestones at a UQ-wide forum run by 
the graduate school earlier in the year 
and at the meeting presented both the 
Roadmap and the ImB Pg Database, both 
of which were met with much enthusiasm 
from the UQ RHD community. In fact, the 
ImB postgraduate database (created by 
Oz Data solutions) has been adopted by 
several other schools at UQ as a means 
of best managing student candidature 
and the involvement of its academics 
in postgraduate activities. Professor 
capon also initiated and hosted the 
inaugural Biosciences Institutes Research 
Higher Degree (BIRHD) Roundtable in 
November 2009, as a means of sharing 
RHD knowledge, experiences, concerns 
and ideas across the biologically inclined 
research institutes of UQ (ImB, Queensland 
Brain Institute, Australian Institute of 
Bioengineering and Nanotechnology, 
and Diamantina Institute for cancer, 
Immunology and metabolic medicine). 
These are but three examples of how 
Rob is directing the program to ensure 
ImB delivers on providing our students 
the best possible research experience. 
His commitment and vision have been 
welcome throughout the year.

postgraduate research
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LAST NAME FIRST NAME GROUP DEGREE THESIS TITLE WHERE ARE THEy NOW?

Beaumont kimberley sturm PhD
The molecular mechanism of mc1R 
association with skin cancer risk phenotypes

 sturm group, ImB 

Chang ming kang
Hume/
sweet

PhD
Role of macrophages, residing on the bone 
surface, in bone remodelling and repair

 Institute for Biomechanics, Zürich, switzerland

Cho kwang-Jin Hancock PhD
Hypervariable regions of Ras isoforms 
dictate distinct functionality by targeting to 
specific protein complexes at microdomains

 University of Texas medical school at Houston, 
UsA

Combes Alexander koopman PhD The morphogenesis of testis cords
 Queensland Institute of medical Research, 
Herston, Brisbane

Dave keyur gorman PhD
Analysis of post-translational modification 
sites in the aryl hydrocarbon receptor

 Queensland Institute of medical Research, 
Herston, Brisbane

El-Naggar mohamed capon cytotoxic alkaloids from Australian sponges  Egypt

Farkas Ross Diana koopman PhD
sex determination and sex ratio 
manipulation in beef cattle

 UQ school of Pharmacy PAcE Institute, 
Princess Alexandra Hospital, Woolloongabba

Faulkner geoffrey grimmond PhD
short sequence Tags Reveal global 
Transcription Of Repetitive Elements In 
mammalian genomes

 The Roslin Institute and R(D)svs, University of 
Edinburgh, midlothian, scotland, Uk

Greenwood kathryn craik PhD  
The development of the cyclotide mcoTI-II 
as a molecular engineering framework in 
drug design

 king group, ImB

Gunasekera sunithi craik PhD
Bioactivity grafting of cyclic peptides:  
structure activity studies of grafted 
cyclotides and sFTI-1

 Division of Pharmacognosy, Department 
of medicinal chemistry, Uppsala University, 
sweden

Haji Idris Adi
sweet/
stacey

PhD
cellular activation and death in response to 
cytoplasmic DNA

 school of chemistry and molecular 
Biosciences, UQ

Hans Dhiraj Fairlie PhD
constraining short B cell epitopes as alpha 
helices  

 International centre for genetic Engineering 
and Biotechnology, New Dehli, India

Kinna genevieve Little PhD
charactersising crim1 in vertebrate 
developmentsbA

 Australian Institute for Bioengineering & 
Nanotechnology, UQ

Lattin Jane sweet PhD
Beta-Arrestin Expression and Function in 
macrophages 

 sweet group, ImB 

Mercer Timothy mattck PhD
The expression of long noncoding RNAs 
during mouse development

 mattick group, ImB

Muttenthaler markus Alewood PhD
Peptide Engineering--controlling the folding 
of disulfide-rich peptides 

 Alewood group, ImB 

Sangermani Daniel stow PhD
Exocytosis and Endocytosis in LPs-
activated macrophages:  pathways and 
regulators

 Queensland Brain Institute, UQ

Spiller cassy koopman PhD
Investigating sex specific cell cycle 
Regulation in Fetal germ cells 

 koopman group, ImB

Suen yung Jacky Fairlie PhD Regulating Protease Activated Receptor 2  Fairlie group, ImB

Taft Ryan mattick PhD
Adding gears to the RNA machine: 
discovery and characterisation of new 
classes of small RNAs in eukaryotesy 

 mattick group, ImB

Tallack michael Perkins PhD
Etythoid kruppel-Like Factor Regulates the 
cell cycle in Erythroid cells 

 Perkins group, ImB 

Town Liam Wicking PhD
Novel genes regulated by the hedgehog 
pathway, and their contribution to limb and 
craniofacial development

 Wicking group, ImB 

van Zuijlen Wendy sweet PhD
Regulation and Function of schlafen in 
macrophage Biology

 University of montreal, Quebec, canada

Villani Rehan Wainwright PhD
The Role of Patched1 in Epidermal 
Homeostasis

 Wainwright group, ImB

Wadsworth kimberly king PhD
Unraveling the role of the bacterial cell 
division protein DivIB

University of minnesota, minneapolis, UsA 

Wang conan craik PhD
 structural and functional studies of 
cyclotides

Department of Biochemistry,  University of 
science and Technology, Hong kong

Wilkins simon Perkins PhD
global analysis of transcriptional control 
driving zebrafish gastrulation

melbourne ventures, University of melbourne, 
victoria

Wood stephanie stow PhD
Endosomal membrane fusion in 
macrophages and Nk cells

center for Infectious medicine, karolinska 
University Hospital, sweden

PhD cONFERRALs FOR 2009
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dR thOMAS d. AlBRIGht 
Salk Institute for Biological Studies, La 
Jolla, California, USA
Associate learning and visual imagery 

dR SASSAn ASGARI
School of Biological Sciences, UQ
Role of viral and cellular microRNAs in 
insect host-virus interactions

pROfESSOR COlIn BARROw 
Deakin University, Victoria
Omega-3 biotechnology: functional foods 
and pharmaceuticals 

pROfESSOR jOhn BAtEMAn 
Murdoch Children’s Research Institute, 
Melbourne, Victoria
Cellular protein and mRNA quality control 
systems in inherited disorders 

ASSIStAnt pROfESSOR jAMES BEAR 
Carolina Cardiovascular Biology Center, 
Chapel Hill, North Carolina, USA
Coronins: conserved regulators of the actin 
cytoskeleton 

thE hOn. pEtER BEAttIE 
Queensland Trade and Investment 
Commissioner for the Americas and 
former Premier of Queensland  
Los Angeles, California, USA
Local to global: the big challenges 

dR tIM BERGBREdE 
Max Planck Institute for Molecular 
Physiology, Dortmund, Germany
Enabling protein research by automation 
and parallelisation 

dR EwAn BIRnEy 
European Bioinformatics Institute  
European Molecular Biology 
Laboratories, Cambridge, United 
Kingdom
Applications of de Bruijn graphs in biology, 
including short-read sequence assembly 
and metagenomics 

GlEn BORlACE 
Sansom Institute 
University of Adelaide, South Australia
Helicobacter pylori killing and phagosome 
mutation

pROfESSOR dOuG BROOkS 
University of South Australia, Adelaide
Therapeutic strategies for genetic diseases 

dR jAnuSZ BujnICkI 
International Institute of Molecular and 
Cell Biology, and Institute of Molecular 
Biology and Biotechnology 
Adam Mickiewicz University, Pozna, 
Poland
New methods for template-based and 
template-free modelling of RNA 3D 
structure 

dR BlAnChE CApEl 
Duke University, Durham, North 
Carolina, USA
Beneath the battle of the sexes: defining 
the transcriptional architecture underlying 
mammalian sex determination 

dR AlIStAIR ChAlk
Eskitis Institute for Cell and Molecular 
Therapies 
Griffith University, Brisbane
Transcriptome analysis of patient olfactory 
derived cell lines

dR BEnny ChOR 
School of Computer Science  
Tel Aviv University, Israel
Genomic DNA k-mers Distributions: 
models and modalities 

pROfESSOR jOhn ChRIStOdOulOu 
The Children’s Hospital, Sydney, New 
South Wales
New frontiers in Rett Syndrome research: 
the Sydney experience

tunG-lIAnG ChunG
Australian Institute of Bioengineering 
and Nanotechnology, UQ
Discovery of a novel epigenetic effect of 
vitamin C on human embryonic stem cells

MAtthEw COOk 
Mater Medical Research Institute, 
Brisbane
Expansion of functional HSC on a 
mesenchymal derived stromal layer 

ASSOCIAtE pROfESSOR hElEn M. 
COOpER 
Queensland Brain Institute, UQ
Neogenin establishes polarity during neural 
tube formation 

dR GARy COwIn
Centre for Magnetic Resonance, UQ
Magnetic resonance microimaging at 16.4T

dR kEyuR dAVE 
Queensland Institute of Medical 
Research, Brisbane
Analysis of post-translational modification 
sites in the Dioxin receptor 

ChRIS duRAn
Australian Centre for Plant Functional 
Genomics, UQ
SNP discovery in cereals using autoSNPdb 

pROfESSOR nIChOlAS fISk 
Director
Centre for Clinical Research, UQ
Foetal mesenchymal stem cells in 
endogeneous and therapeutic tissue repair 

pROfESSOR dAVId GAlAS 
Institute for Systems Biology (Seattle, 
Washington) and Battelle Memorial 
Institute (Columbus, Ohio), USA
Systems biology of complex human 
diseases 

dR ChRIStInE GEE 
Department of Molecular and Cell 
Biology  
University of California at Berkeley, USA
Regulation of the essential m. tuberculosis 
peptidoglycan-precursor flippase 

dR EVGEny GlAZOV
Diamantina Institute, UQ
Small regulatory RNA in vertebrates: 
exceptions rule!

pROfESSOR tOM GOndA
Diamantina Institute, UQ
The ARVEC initiative: development and 
establishment of high-throughput functional 
screening technologies

visiting speakers
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dR pAul GREGOREVIC 
Baker IDI Heart and Diabetes Institute, 
Melbourne, Victoria
Exploring muscle biology and pathology 
with the help of viral vectors 

dR BREtt hAMIltOn
Queensland Institute of Medical 

Research, Brisbane
Interfacing imaging mass spectrometry and 
proteomics with histopathology

dR kIERAn hARVEy 
Peter Mac Cancer Centre, Melbourne, 
Victoria
Growth control by the hippo pathway 

dR wOlfGAnG hOfMEIStER
School of Biomedical Sciences, UQ
The role of Syndecans as potential axon 
guidance molecules in zebrafish

MIkE IMElfORt
Australian Centre for Plant Functional 
Genomics, UQ
Short read assembly for dummies 

pROfESSOR kEnnEth jACOBSOn 
University of North Carolina,  
Chapel Hill, USA
Functional nano- and microdomains: 
revisiting the raft hypothesis 

pROfESSOR dAVId jAMES 
Garvan Institute, Sydney, New South 
Wales
Protein trafficking, insulin secretion and 
diabetes 

pROfESSOR MIkE jAMES 
University of Alberta, Edmonton, 
Canada
The structural biology of lysine biosynthesis 
in bacteria and plants 

pROfESSOR nAnCy jEnkInS 
Co-Director
Institute of Molecular and Cell Biology, 
Singapore
Harnessing transposons for cancer gene 
discovery 

dR kARyn jOhnSOn
School of Biological Sciences, UQ
Interaction between microbes within a host: 
a bacteria that mediates antiviral protection

kAtE kOllAR 
Mater Medical Research Institute, 
Brisbane
Teaching an old dog new tricks - enhanced 
MSC Migration 

pROfESSOR ROBB kRuMlAuf 
Director 
Stowers Institute for Medical Research,  
Kansas City, Missouri, USA
Tinkering with teeth: regulating size and 
number

ASSOCIAtE pROfESSOR pAIGE lACy 
University of Alberta, Edmonton, 
Canada
Signalling pathways in innate immune cells 

dR CAthy lEAMEy 
Bosch Institute
University of Sydney, New South Wales
Role for multiple teneurins in the generation 
of binocular circuits 

dR SAnG hyun lEE 
Institute for Advanced Medical 
Research, School of Medicine  
Keio University, Tokyo, Japan
The mitotic spindle assembly checkpoint 
(SAC) and its anti-cancer therapeutic 
potential 

ASSOCIAtE pROfESSOR pEtER lEwIS 
University of Newcastle, New South 
Wales
The interaction of an essential transcription 
factor with RNA polymerase - a new 
antibiotic target? 

ASSOCIAtE pROfESSOR jIuyOnG lI 
University of South Australia, Adelaide
Exploring microRNA and mRNA 
interactions and their roles in human 
diseases with computational methods 

pROfESSOR lEEndERt lOOIjEnGA 
Erasmus Medical Centre, Rotterdam, 
The Netherlands
Human germ cell tumours: news and views 

ROdRIGO lOpEZ 
European Bioinformatics Institute, 
Cambridgeshire, UK
Bioinformatic services from the EMBL-EBI: 
past, present and future 

dR GORAn MAlOjCIC
Institute of Molecular Biology and 
Biophysics 
Eidgenössische Technische 
Hochschule, Zürich, Switzerland
Structure and mechanisms of a PAPS-
independent aryl sulfotransferase 

dR AShlEy MAnSEll 
Monash Institute for Medical Research, 
Melbourne, Victoria
Mal-functioning pathogen recognition 
responses 

pROfESSOR MARk MARSh 
MRC Laboratory for Molecular Cell 
Biology  
University College London,  
United Kingdom
HIV replication in macrophages - insight to 
pathogenesis? 

dR MARIA MARtIn
European Bioinformatics Institute, 
Cambridgeshire, UK
Bioinformatic services from the EMBL-EBI: 
past, present and future 

pROfESSOR MAlCOlM MCCOnVIllE 
Melbourne University, Victoria
The use of metabolomics to investigate 
host-parasite interactions 

pROfESSOR GEOff MCfAddEn 

ARC Federation Fellow  
University of Melbourne, Victoria
The relict chloroplast of malaria parasites: 
origin, function and therapeutic potential 

pROfESSOR AndREw MCMAhOn
Harvard University, Boston, 
Massachusetts, USA
Sonic hedgehog morphogen signalling and 
the regulation of neural diversity 
and  
Developmental programs and stem cells in 
regenerative medicine
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ASSOCIAtE pROfESSOR nIGEl 
MCMIllAn
Deputy Director 
Diamantina Institute, UQ
RNAi for cancer therapy

pROfESSOR jIll MESIROV 

Broad Institute of MIT and Harvard, 

Cambridge, Massachusetts, USA
Knowledge-based approaches for 
computational genomics 

Ruth MIRAMS
School of Chemistry and Molecular 
Biosciences, UQ
The mechanism of DISC assembly: the 
structure and mode of interaction of a 
FADD- vFLIP complex

ASSIStAnt pROfESSOR kEVIn 
MORRIS 
The Scripps Research Institute,  
La Jolla, California, USA
Long non-coding antisense RNAs 
epigenetically regulate transcription in 
human cells 

dR jASOn MulVEnnA
Queensland Institute of Medical 
Research, Brisbane 
Using biotin and shotgun proteomics to 
characterise the host-parasite interface in 
schistosoma japonicum 

dR ShIVAShAnkAR nAGARAj
CSIRO
Improved in silico approaches to analyse 
expressed sequence tags (ESTs): validation 
and application to parasitic nematodes 

pROfESSOR lARS nIElSEn 
Australian Institute for Bioengineering 
and Nanotechnology, UQ
Properties of the reconstructed mus 
musculus genome-scale metabolic network 

pROfESSOR RAy nORtOn
Walter and Eliza Hall Institute, 
Melbourne, Victoria
Toxins, immunosuppressants and human 
enzymes: the versatile protein domain ShK

ASIAh OSMAn
Eskitis Institute for Cell and Molecular 
Therapies  
Griffith University, Brisbane
Membrane and glycosaminoglycan binding 
of parasite annexins 

dR pEtER pApAthAnASIOu 
Australian National University,  
Canberra, Australian Capital Territory
ENU stem cell mutants

dR BlESSy pAul
Eskitis Institute for Cell and Molecular 
Therapies  
Griffith University, Brisbane
Structure-based drug design of novel 
inhibitors of carbonic anhydrase for 
treatment of glaucoma and cancer

dR RIChARd pAynE
University of Sydney, New South Wales
New strategies for the production of 
glycopeptides and glycoproteins

SIEw pInG
School of Chemistry and Molecular 
Biosciences, UQ
Evolution of the hnRNP A/B genes

dR RICk REISdORph
National Jewish Health Mass 
Spectrometry Core Facility,  
Denver, Colorado, USA
Quantitative proteomics workflows: 
evaluation and application

dR MIkE ROSSnER 
Executive Director  
Rockefeller University Press, New york, 
New york, USA
What’s in a picture? The temptation of 
image manipulation 

dR MARtIn j. SCAnlOn 
Monash Institute of Pharmaceutical 
Sciences  
Monash University, Melbourne, Victoria
Fragment-based drug design. Small is 
beautiful 

StACy SCOtt 
Institute for Glycomics 
Griffith University, Gold Coast, 
Queensland
An investigation into the transition from 
a reduced to an oxidized form of human 
galectin-1

pROfESSOR dIEtER SEEBACh 
Eidgenössische Technische 
Hochschule, Zürich, Switzerland
Beta-peptidic peptidomimetics 

dR tEtyAnA ShAndAlA 

Sansom Institute 
University of Adelaide, South Australia
Drosophila 14-3-3e plays a critical role in 
innate immunity by regulating the secretion 
of anti-microbial peptide

dR AnnEttE ShEwAn
University of California San Francisco, 
USA
Molecular regulation of epithelial polarity by 
lethal giant larvae

dR CAMEROn SIMMOnS 
Hospital for Tropical Diseases  
Oxford Clinical Research Unit, Ho Chi 
Minh City, Vietnam
Dengue-viral epidemiology, pathogenesis 
and treatment options 

pROfESSOR StEVE SIMpSOn
University of Sydney, New South Wales
Integrative behaviour: from neurons to 
societies (a tale of swarms, cannibals, 
obesity and ageing) 

dR lIlA SOlnICA-kREZEl
Vanderbilt University, Nashville, 
Tennessee, USA
Genetic regulation of gastrulation 
movements in zebrafish 

MItChEll StAntOn-COOk 
School of Chemistry and Molecular 
Biosciences, UQ
Computing protein dynamics with 
paramagnetic NMR

visiting speakers
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dR VIktOR StEIn 
University of Cambridge, United 
Kingdom
A covalent DNA display system based 
on O6-alkyltransferase (AGT) and in vitro 
compartmentalisation 

AMBER StEphEnS
CSIRO
Identification and functional 
characterisation of F. graminearum 
virulence genes during crown rot of wheat

nAnA Sunn 
Micro-Ultrasound Core Facility Manager 
Queensland Brain Institute, UQ
Research applications of micro-ultrasound 
imaging in mice 

dR AlEx SykES
Queensland Brain Institute, UQ
Evidence for a high-affinity 2:4 TrkA:p75 
neurotrophin receptor NGF complex 

ElAInE thOMAS
Diamantina Institute, UQ
IMPDH, a sensor of intracellular energy?

ASSOCIAtE pROfESSOR pEtER 
thORn 
School of Biomedical Sciences, UQ
Complex vesicle dynamics during secretion 

pROfESSOR lEAnn tIllEy 
Monash University, Melbourne, Victoria
Multi-mode high-resolution imaging of 
malaria parasite-infected erythrocytes 

dR jOE tIRAlOnGO
Institute for Glycomics 
Griffith University, Gold Coast, 
Queensland
CMP-sialic acid transporter: elucidation of 
structure-function relationship

pROfESSOR dAVId tREMEthICk 
John Curtin School of Medical Research 
Australian National University, Canberra, 
Australian Capital Territory
Understanding the dynamic link between 
chromatin structure and function during 
development 

pROfESSOR pEtER VISSChER 
Queensland Institute of Medical 
Research, Brisbane
From genome-wide association studies 
to individual risk prediction for disease in 
humans: prospects and limitations 

dR jAnE VISVAdER 
Walter and Eliza Hall Institute of Medical 
Research, Melbourne, Victoria
Getting abreast of mammary development 
and cancer subtypes 

pROfESSOR ClAES wAhlEStEdt 
The Scripps Research Institute, Florida, 
USA
Regulatory RNAs in CNS disorders 

pROfESSOR hERBERt wAldMAnn 
Max Planck Institute of Molecular 
Physiology, Dortmund, Germany
Chemical biology of Ras lipidation: are 
there new cancer targets in the Ras 
signalling pathway? 

dR tRIStAn wAllIS
Queensland Institute of Medical 
Research, Brisbane
Optimising LC-MALDI

dR nAthAn wAtSOn-hAIGh
CSIRO Livestock Industries
Weighted co-expression networks shed 
light on the molecular mechanism of action 
of Metyrapone on wool follicle development

dR ROlAnd wEdlICh-SöldnER 
Max-Planck Institute of Biochemistry, 
Munich, Germany
Cell cortex organisation in yeast and 
mammals - new roles for myosins 

dR ChRIStInE wEllS 
Eskitis Institute for Cell and Molecular 
Therapies  
Griffith University, Brisbane
Networking through the nose 

pROfESSOR jAMES wEllS 
University of California San Francisco, 
USA
Engineering cells to death 

pROfESSOR wOlfGAnG wEnInGER 
Centenary Institute of Cancer Medicine 
and Cell Biology  
University of Sydney, New South Wales
Visualising immune responses in tumours 
and infections 

pROfESSOR EMMA whItElAw 
Queensland Institute of Medical 
Research, Brisbane
Epigenetic reprogramming within and 
across generations 

dR StEphEn wOOd
Eskitis Institute for Cell and Molecular 
Therapies 
Griffith University, Brisbane
Neural progenitors: in development and 
disease

dR ShERRy wu
Diamantina Institute, UQ
RNAi therapy for cancer: It’s all about 
delivery!

pROfESSOR BAukE ylStRA 
VU University Medical Centre, 
Amsterdam, Netherlands
Chromosomal copy numbers aberrations 
for diagnosis and patient treatment 

pROfESSOR pAul yOunG
School of Chemistry and Molecular 
Biosciences, UQ
How much can a koala bare: retroviral 
invasion of the koala genome

EMMA ZhEnG 
University of British Columbia, 
Vancouver, Canada,  
and Diamantina, UQ
Quantitative proteomics analysis of 
membrane microdomains using SILAC
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collaborative 
research partnerships
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Further underlining the Institute’s 

commitment to research excellence, 

ImB group Leaders collaborate 

extensively with partners both within 

Australia and internationally. The ImB 

is a core partner and participant in 

many research centres around the 

country, including three major National 

Research Facilities (mNRFs) and 

two cooperative Research centres 

(cRcs).

These programs are integral to 

building Australia’s national and 

international research capabilities. 

They aim to create the scale and focus 

necessary to maintain and develop 

Australia’s world-class standing in 

priority areas through highly innovative 

research that addresses challenging 

and significant problems. cRcs and 

cOEs make vital contributions to 

Australia’s research landscape and 

produce outcomes with economic, 

social and cultural benefits to the 

country. Involvement in these ventures 

reflects very highly on the participating 

researchers, indicating the value 

of their work in both scientific and 

commercial terms.

AuStRAlIAn phEnOMICS 
fACIlIty
The Australian Phenomics Facility (APF) 
is based at the John curtin school for 
medical Research at the Australian National 
University (ANU) and is a major National 
Research Facility (mNRF) formed by 
support from the ImB, ANU and the garvan 
Institute for medical Research. The APF is 
based around the use of mouse genetics 
to discover novel genes that influence traits 
of medical relevance. Large populations 
of mice are exposed to a mutagen, traits 
are identified and selected then genetic 
mapping is used to locate the general 
regions where the genes reside. The 
mutagen used to create the mutants leaves 
a particular genetic fingerprint that can be 
discerned by sequencing candidate genes, 
thus identifying the gene responsible for 
the trait under consideration. This is a 
very powerful approach to biology which 
enables gene function to be elucidated 
based upon the high-throughput analysis 
of phenotypes (“phenomics”).

ARC CEntRE Of ExCEllEnCE 
In BIOtEChnOlOGy And 
dEVElOpMEnt
The ARc centre of Excellence in 
Biotechnology and Development (cBD) 
was established in 2003 to focus on the 
biology of male germ cells – embryonic 
stem cells that eventually produce sperm 
cells in men. A review of the centre in 
2007 confirmed its status as a centre 
of Excellence, and extended its funding 
for a further three years. collaborating 
institutions include the ImB, the Universities 
of Queensland, melbourne, and Newcastle, 
monash University and the Australian 
National University, with Professor Peter 
koopman from ImB one of the centre’s 
chief Investigators. Unlike many other 
types of stem cells, germ cells represent 
a truly “blank slate” that can develop into 
any tissue in the body. Understanding 
their specification and programming is 
central to contemporary efforts to harness 
stem cell technologies. since male 
fertility depends on generating sperm 
cells in vast numbers, and since genetic 
and environmental factors commonly 
disturb the quantity and quality of sperm 
produced, the research will further impact 
on understanding and possible treatment 
of infertility, a distressing condition that 
represents a massive healthcare burden 
in Australia and worldwide. Disorders of 
germ cells are often accompanied by 
testicular cancer, and so the potential 
medical significance of this research 
is twofold. It has become increasingly 
clear that manipulating the quantity and/
or quality of germ cells, particularly male 
germ cells, presents powerful opportunities 
in the pest management arena, and in 
other biotechnological pursuits such as 
the management of endangered wildlife 
species. 
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ARC CEntRE Of ExCEllEnCE In 
BIOInfORMAtICS
The ARc centre of Excellence in 
Bioinformatics, with headquarters at ImB, 
brings Australian and overseas researchers 
together into interdisciplinary programs 
designed to explore how information 
in the genome is transformed into 
structure and function in the mammalian 
cell. Perspectives and technologies of 
mathematics, statistics, high-performance 
computation, information technology, 
genomics and high-throughput 
experimental phenomic biology are 
focused on representing the mammalian 
cell as a complex system of molecular 
networks, and building a common 
modeling and visualisation environment to 
simulate its development and behaviour. 
Although directed in the first instance 
towards understanding human health and 
development, the centre’s technologies 
and output are generally applicable to 
biotechnology, while building critical mass 
in advanced bioinformatics is vital to 
Australia’s international competitiveness in 
bio-based industries. 

AuStRAlASIAn InVASIVE 
AnIMAlS CRC
Australasian Invasive Animals cRc is a 
venture aiming to counteract the impact of 
invasive animals through the development 
and application of new technologies and 
integrating approaches across agencies 
and jurisdictions. It is the first time 
that research, industry, environmental, 
commercial and government agencies 
have combined to create and apply 
solutions for invasive animal threats, which 
cost Australasia at least $720 million 
per annum. This unique partnership will 
deliver the means to deal with existing 
high-profile invasive animal pests as 
well as those that have the potential to 
cause catastrophic impacts in the future. 
Professor Peter koopman from the ImB 
is part of the Daughterless carp Program 

of the AIAcRc. This program, based at 
csIRO fisheries in Hobart, uses innovative 
technologies with a view to skewing 
the sex ratios of wild populations of the 
common carp, one of the most widespread 
threats to indigenous fish species in our 
larger waterways. Professor koopman’s 
laboratory is also expanding this program, 
under the auspices of the cRc, to develop 
a similar management strategy for the 
cane toad, currently ecological public 
enemy number one in Queensland. John 
Abramyan, a PhD student in the koopman 
group, was part of the first cohort of 
postgraduates of the cRc and is working 
on the daughterless cane toad project. 
Lindsey mcFarlane from the Wilhelm group 
is also a member of the AIAcRc. His 
project focuses on gene silencing in fish as 
part of the Daughterless carp Program. 

AuStRAlIAn MICROSCOpy & 
MICROAnAlySIS RESEARCh 
fACIlIty 
The Advanced cryo-Electron microscopy 
Laboratory – the Queensland node of the 
Australian microscopy & microanalysis 
Research Facility – is housed in a purpose-
built facility at ImB. This facility, funded 
under the National collaborative Research 
Infrastructure strategy, is a collaboration 
between the Universities of Queensland, 
Western Australia, melbourne, New south 
Wales and sydney. The facility, which 
includes a 300kv Technai microscope, 
is currently the only one in Australia or 
New Zealand capable of collecting and 
processing atomic resolution images at 
low temperature, as well as undertaking a 
3D electron microscope (Em) tomography 
of organelles, cells and tissues at 
both ambient and low temperature. 
Only a handful of international (and no 
other Australian) laboratories can offer                supported by the ASCC's Strategic
researchers equivalent state-of-the-                   Development Fund. He, along with Dr
art research tools for high-resolution                  Christine Wells from Griffith University and
3D structure studies of cells and                        Professor Doug Hilton from the Walter          
molecules. The AmmRF is a successor              & Eliza Hall Institute, is developing a database
to the Nanostructural Analysis Network              containing multiple datasets of genetic 
Organisation (NANO).                                         information across stem cell lines.

AuStRAlIAn StEM CEll 
CEntRE
The Australian stem cell centre (Ascc) 
is a national research and funding 
facility set up by the ARc, The victorian 
Department of Industry, Innovation and 
Regional Development, and the Federal 
Department of Education, science and 
Training. The Ascc funds excellence in 
stem cell research across Australia. 
The IMB has very close links with the 
ASCC. In 2009, Professor Brandon
Wainwright was appointed to the Board of
Directors. Professor melissa Little spent a 
period as chief scientific Officer, responsible 
for developing strategy, scientific review 
and management. she also developed a 
Queensland division of the Ascc based 
at UQ, and is a member of the Centre's
Senior Scientific Faculty. 
In 2009, the ASCC restructured its 
research portfolio. Instead of funding  
individual projects, the Centre now  
distributes its funds to collaborative groups
of researchers in four key areas, known as 
streams, of stem cell research. Professor
Little is Deputy Leader of Collaborative 
Stream 4: Adult Stem Cell Program. She is 
also leader of a module within this stream
that aims to further characterise the origin 
and properties of endogenous renal MSCs 
and investigate their role in responding to 
renal damage. Professor Little is leader of
another module, "Regenerative Therapies 
for Renal Repair". This module is in Stream
3: Pluripotent Stem Cell Differentiation.  
Professor Sean Grimmond is also funded by 
the Ascc. He is leader of a module in 
Stream 1. This stream focuses on 
understanding reprogramming of cells and 
the induction of pluripotency. Professor 
Grimmond's module is defining the
underlying genetics of these processes. He
is also a Chief Investigator on a project

 

collaborative research partnerships
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AuStRAlIAn GEnOME 
RESEARCh fACIlIty
The Australian genome Research Facility 
(AgRF) is an mNRF of the commonwealth 
government and was established in 
1996 through an mNRF application led 
by Professor John mattick, who served 
as the inaugural director until 2002, and 
Board member until 2004. Professor 
Brandon Wainwright currently serves on 
the AgRF Board. The AgRF is a state-
of-the-art facility for the collection of 
molecular genetic information covering 
large-scale DNA sequencing, genotyping, 
microarraying, agricultural genomic services 
and other resources for the genetic and 
physical mapping of chromosomes, 
mutation detection and associated 
bioinformatic analysis. It serves several 
hundred research groups across all states 
and territories of Australia from nodes at 
The University of Queensland, the Walter 
and Eliza Hall Institute of medical Research 
in melbourne, and the Waite campus of the 
University of Adelaide.

ACRf dynAMIC IMAGInG 
fACIlIty fOR CAnCER BIOlOGy
This facility was launched in August 
2005 with the aid of a grant from the 
Australian cancer Research Foundation 
(AcRF). It is the only one of its kind in 
Australia and the laboratory at the ImB 
houses two technologically-advanced 
microscope systems that will enable 
cutting-edge research into cancer biology. 
ImB researchers are now able to make 
live movies and track the movements and 
behaviour of breast cancer cells with a 
higher resolution, greater capability and 
more quickly than ever before. The facility 
also allows researchers to optically dissect 
cancerous and non-cancerous cells and 
reconstruct them in 3D, revealing much 
greater detail about their inner workings. 
Researchers can now examine a vast range 
of proteins at the same time and examine 
their dynamics in live cells over time. In 
2009, ImB received a further grant from the 
AcRF to expand the Facility, which will be 
opened anew in early 2010.

RIkEn
RIkEN is the Institute for Physical and 
chemical sciences of the Japanese 
science and Technology Agency, and 
a major site of genomics research in 
Japan. The RIkEN genome sciences 
centre is based at yokohama, Japan’s 
second-largest city, and Wako, both in 
the Tokyo area. In the late 1990s, RIkEN 
established a program aimed at elucidating 
the complete transcriptional output of 
the mouse. more recently, the program 
has shifted focus towards the elucidation 
of transcriptional control networks. Both 
activities have involved the establishment 
of large international consortia, firstly 
the FANTOm consortium (Functional 
Annotation of mouse), and more recently 
the genome Network consortium. The 
consortium has previously published a 
comprehensive analysis of the human and 
mouse transcriptomes, resulting in a series 
of papers. In 2009, FANTOm4 published 
a series of papers in Nature Genetics on 
gene control in mammals. Professors 
John mattick and sean grimmond were 
senior authors on a paper each, while PhD 
students Ryan Taft and geoff Faulkner 
were first authors on those respective 
papers. 

QuEEnSlAnd fACIlIty fOR 
AdVAnCEd BIOInfORMAtICS 
(QfAB)
QFAB is based at the ImB and was 
established in 2006 with a $1.9 million 
Queensland state government grant. It is 
rapidly becoming a leader in supporting 
the bioinformatics requirements of 
research-intensive universities, institutions 
and companies, beyond the capability 
of any single organisation in Australia or 
the Asia-Pacific region. It provides the 
bioinformatics, IcT, research biology and 
clinical community with secure access 
to data and the tools to efficiently deliver 
relevant solutions. Its projects cover: 
programmatic access to large data sets 
and tools, data integration and workflow 

technology for biological and health 
data, mirror site for genome browsers, 
annotation pipelines and workflows for 
biological and health data, genotype/
phenotype linkages, analysis and 
visualisation of biological data and building 
and using web-based tools. In 2009, QFAB 
launched the Arachnoserver, a database 
of spider toxins that can be accessed by 
researchers worldwide.

nEtwORk fOR pAnCREAtIC 
ORGAn dOnORS wIth 
dIABEtES (npOd)
nPOD is an initiative of the Juvenile 
Diabetes Research Foundation 
International (JDRF) and brings together 
organ procurement organisations, 
academic institutions and leading diabetes 
researchers from Europe and America. 
The only Australian node is at the ImB 
in the laboratory of Dr Brad marsh, who 
in addition to his research also chairs 
the communications & Awareness 
subcommittee. nPod aims to improve 
the procurement of pancreatic tissue 
specifically from patients and donors at 
high risk of developing type 1 diabetes. It 
is the first trial of its kind anywhere in the 
world and it is hoped that it will improve our 
understanding of the onset and progress of 
type 1 diabetes. Together with Professors 
Thomas kay at st vincent’s Institute and 
Peter colman at the Royal melbourne 
Hospital, one goal of the nPOD program 
is to establish a similar initiative among 
groups leading type 1 diabetes research 
within Australia.
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commUnitY engagement

THE ImB WEBsITE (www.imb.uq.edu.au) 
is the main source of information about the 
Institute. In 2009, the website underwent 
a redesign in order to fit with the new UQ 
corporate look. In addition to rebranding 
the site, staff took the opportunity to 
redesign sections of the site, especially the 
home page, in order to make them more 
attractive and user-friendly. The website 
received over 230,000 hits in 2009. 
Although this is slightly down on 2008, 
the number of pages these visitors viewed 
increased to nearly 1.4 million. The website 
remains in the number one position when 
‘molecular bioscience’ is searched in 
google. ImB continued to produce the 
quarterly ‘Output’ newsletter, which can 
be viewed on the ImB website and details 
the research and activities of the institute. 
To receive Output either by email or post, 
please click the green subscribe button on 
the ImB homepage.

The main community outreach initiative 
in 2009 was the creation of the ImB 
science Ambassador Program. Early 
career researchers were invited to apply 
for the program. successful applicants 
received extra training in communication 
in order to represent the institute at events 
and create content to disseminate to the 
wider community. The rationale behind the 
program was to take researchers who are 
passionate about science communication 
and give them training to enable them 
to effectively represent the institute. The 
program was also a way of recognising 
those who volunteered for events and 
activities on a regular basis. It was the 
brainchild of PhD student maggie gentz, 
who has been involved in applied science 
research, education and outreach programs 
for the public for a number of years.  

21 researchers were part of the pilot year. 
They were: melanie Andrews (sweet 
group), Dr Johanna Barclay (Waters 
group), Denis Bauer (Bailey group), Dr 
Andrew Brooks (Waters group), Alex 
combes (koopman group), Dr Richa 
Dave (Wainwright group), marianne Diaz 
(muscat/Leong group), Dr marcel Dinger 
(mattick group), maggie gentz (king 
group), Dr sonia Henriques (craik group), 

Dr markus kerr (Teasdale group), Emily 
knauth (Hankamer group), Darren korbie 
(mattick group), Jane Lattin (sweet group), 
Tim mercer (mattick group) samantha 
murphy (Parton group), Elizabeth 
skippington (Ragan group), Phillippa smith 
(craik group), Evan stephens (Hankamer 
group), Dr Rehan villani (Wainwright group) 
and simon Wilkins (Perkins group).  The 
ambassadors were required to complete 
15 hours of outreach during the year. 
Although some subsequently left the ImB 
and thus were unable to complete their 
full commitment of hours, the group as a 
whole contributed well over 300 hours of 
community outreach in 2009, and many 
have applied to the program again for 2010.

Researchers in the program assisted 
with events including: Brisbane’s Royal 
show, ABc’s scientists on the Loose, 
kenmore state High school careers 
Night, UQ school of Journalism mock 
press conference, Talking scientists (an 
initiative of the Queensland government), 
Biofutures, Frontiers in science, Experience 
science, UQ Open Day, kids’s sTEm 
convention, science in Parliament, Ironside 
Primary school science Day, and the 
National science contest.

The ambassadors also hosted tours 
of the institute. There were over 3000 
visitors to the ImB in 2009, and while not 
all of these visitors were hosted by the 
ambassadors, they did an exemplary job in 

showing off the institute and its facilities to 
those they did guide. visitors ranged from 
school students to government ministers, 
both Australian and international, and 
represented 26 countries. ImB welcomes 
enquiries from groups or individuals 
wishing to tour the Institute. Please email 
imb@imb.uq.edu.au in the first instance.

Other researchers chose to perform 
community outreach independent of the 
science Ambassador program. Dr melissa 
Davis (Ragan group) participated in both 
scientists in schools and the Queensland 
government’s Talking scientists program, 
where she travelled to Bundaberg and 
Toowoomba to give presentations and 
workshops. Dr Davis was partnered with 
Ironside state school for the csIRO 
scientists in schools program, in which a 
scientist is partnered with a particular class 
of students. The program is flexible, and 
allows the scientist and teacher to devise 
a partnership that suits the scientist’s area 
of expertise while engaging the students 
with science and making them aware 
of careers available in the field. Dr Davis 
was one of four ImB researchers to be a 
scientist in schools. Dr Dagmar Wilhelm 
partnered with Wellers Hill state school, 
Dr Brad marsh continued his partnership 
with graceville state school, and Adi 
Idris (sweet group) was a scientist at 
Wooloowin state school until he finished 
his PhD in mid-2009.
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Financial statement
statement of Operating Income and Expenditure 
year Ended 31 December 2009

INCOME NOTES 2005 2006 2007 2008 2009

University of Queensland (Operating grant) 1 7,225,765 10,767,311 11,087,942 11,062,918 13,383,853 
University of Queensland Research grants 334,500 252,252 300,436 190,291 311,370 
state government 10,425,000 10,175,000 11,127,168 10,857,620 14,867,120 
sRc grant (Australian Research council) 1,137,436 1,159,047 1,182,516 1,206,166 0 
Australian Research council 2 4,744,519 5,218,279 6,010,239 5,977,542 7,637,369 
Arthritis Foundation of Australia 14,950 0 0 0 0 
Australian cancer Research Foundation 600,000 0 0 0 1,250,000 
Australian Nuclear science & Technology Organisation 85,355 78,757 230,492 61,326 8,540 
Australian stem cell centre 161,691 159,780 467,335 770,065 1,342,609 
Baker IDI Heart & Diabetes Institute 0 0 0 0 76,237 
cancer council Queensland (previously QcF) 215,100 148,700 312,000 554,000 402,000 
clive and vera Ramaciotti Foundation 0 0 60,000 30,000 0 
community Health + Tuberculosis Australia 0 49,000 0 0 0 
cRc for chronic Inflammatory Diseases 1,367,457 1,326,058 1,462,776 1,214,510 0 
cRc for Pest Animal control 0 122,210 0 47,952 0 
Dairy Australia 203,765 167,644 700,321 333,084 0 
Dept Industry science and Technology   
(commonwealth) was DIsR

0 0 200,000 135,000 37,245 

Department of Primary Industries 0 0 50,000 0 0 
Diabetes Australia Research Trust 0 45,000 0 50,008 60,000 
Human Frontiers science Program 0 0 81,783 58,180 279,530 
Japanese science & Technology Agency 0 0 0 106,462 142,331 
The John Trivett Foundation 0 0 267,817 0 0 
Juvenile Diabetes Foundation International 177,814 178,634 147,708 110,723 167,904 
The mazda Foundation 0 0 0 150,000 0 
The murdoch childrens Research Institute 0 0 347,527 235,515 379,122 
National Breast cancer Foundation 0 0 0 0 413,490 
National Institute of Health (Us) 1,132,358 1,176,642 969,415 561,829 503,882 
National Health and medical Research council 2 9,819,880 7,888,967 11,054,142 12,445,955 15,622,119 
National Heart Foundation 50,000 0 0 65,800 0 
New Zealand Dept science & Technology 0 0 81,392 40,738 0 
Oncology children’s Foundation 0 0 0 0 100,000 
Post graduate scholarships 140,237 261,263 305,255 234,520 142,619 
Wellcome Trust 150,311 0 0 0 0 
commercial Income 1,856,012 2,018,054 4,880,234 4,585,955 2,521,961 
cross-Institutional contributions to LIEF or Facilities 60,000 509,472 188,000 50,000 0 
University of Newcastle (re ARc centre) 47,727 252,562 128,218 153,218 150,000 
QBP recoveries 316,211 386,092 371,257 363,065 346,442 
shared grants 262,062 234,685 4,000 40,772 0 
conference Income 73,032 66,615 184,340 70,558 91,656 
QBP store 247,890 276,819 314,057 326,215 357,613 
Wesley Research Institute 0 20,000 93,645 98,423 101,628 
miscellaneous Income 416,707 399,887 357,293 391,776 186,154 

TOTAL INCOME: 41,265,779 43,338,729 52,967,307 52,580,186 60,882,794 
Funds brought forward from previous year 3 6,557,150 9,050,612 11,441,270 15,641,004 18,495,763 
TOTAL FUNDS AVAILABLE 47,822,929 52,389,341 64,408,577 68,221,190 79,378,557

EXPENDITURE 2005 2006 2007 2008 2009

salaries – Research 18,430,158 20,110,376 22,878,237 24,750,517 24,717,110 
             – Administration 1,343,782 1,205,466 1,349,056 1,345,709 1,548,200 
             – Infrastructure 2,383,622 2,673,620 2,368,795 2,862,623 3,090,792 
Research services 9,976,365 10,995,871 13,099,865 13,092,074 14,696,645 
Education Programs 4 375,177 358,445 332,919 380,733 458,699 
Administration 5 379,317 529,612 521,743 496,666 370,541 
corporate services (UQ) 1 0 0 0 0 0 
Infrastructure 6 1,287,442 1,295,139 1,862,212 2,160,052 1,693,759 
capital Equipment 7 3,389,715 2,569,801 5,156,825 3,438,525 6,847,087 
ImBcom 1,206,738 1,209,741 1,197,920 1,198,528 1,200,000 

TOTAL EXPENDITURE 38,772,317 40,948,071 48,767,573 49,725,426 54,622,833
Funds carried forward 8 9,050,612 11,441,270 15,641,004 18,495,763 24,755,724
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1(a)  In-kind Contributions

Figure does not include the following salaries for affiliate appointments 
paid externally or by other departments: 

                            location percentage

k. Burrage           University of Oxford 50

g. mcLachlan      UQ mathematics 90

A. mark                UQ smms 80

P. Leo                  UQ Diamantina Inst. 75

m. smythe           Protagonist 80

g. Leong             mater children’s  Hospital 50

1(b)  Gross Income & Corporate Services Charge

University of Queensland Operating grant Income shown is the nett amount and 
includes a corporate services charge. Although the treatment in 2006 showed this 
separately under expenditure, in this report the 2006 figures have been adjusted and 
now show the nett for better direct comparison.

2  Fellowship/Projects from Government Agencies

Australian Research Council

Projects 6,199,982

Fellowships 1,437,387

7,637,369

National Health and Medical Research Council

Projects 11,876,056

Fellowships 3,746,063

15,622,119

3  Funds carried forward to 2009

University of Queensland Operating grant 10,508,870

University of Queensland Research grants 27,742

Post graduate scholarships 53,427

state government 1,972,027

sRc grant -49,706

Fellowships (as approved by funding bodies) 41,002

Overseas grants funded mid year 608,423

contract Research 1,815,335

Project grants (as approved by funding bodies) 3,518,644

18,495,764

5  Administration

Annual Report 16,799

marketing 36,985

Personnel Recruitment and Training 46,631

visiting scientists/seminars 27,210

Fees 27,203

Quinquennial Review 0

Entertaining 4879

Photocopying 29,488

Postage and Freight 4330

Printing & stationery 65,147

Telephone 59,790

Travel Expenses 52,079

Board Fees 0

Total Administration 370,541

6  Infrastructure

Building maintenance 63,543

Rental - storage 10,810

safety Equipment 49,286

Laundry 5749

minor Equipment & Furniture 25,079

Equipment maintenance 261,486

Animals 293,389

computer services 674,959

glass washing and replacement 61,124

Reticulated gases, RO water & dry ice 78,070

cost Recovery -146,843

stores 317,107

Total Infrastructure 1,693,759

7  Capital Equipment

scientific Equipment 4,988,475

minor Equipment 1,858,612

Total Capital Equipment 6,847,087

8  Funds carried forward to 2010

University of Queensland Operating grant 11,316,716#

University of Queensland Research grants 835,049

Post graduate scholarships 32,278

state government 1,943,883#

sRc grant -92,174

Fellowships (as approved by funding bodies) 397,160

Overseas grants funded mid year 370,795

contract Research 1,952,377

Project grants (as approved by funding 
bodies)

7,999,639*

24,755,723

4  Education Programs

Postgraduate scholarships 363,614

Postgraduate recruitment & training 95,085

Total Education Services 458,699

Explanatory notes to Statement of Income and Expenditure

# Of this, $1.58m is the carry forward on ImB group Leader core accounts & $2.64m 
relates to oustanding 2009 equipment commitments.
* Of this, $5.85m is late received income ($1.25m  Int. cancer genome consortium, 
$3.35m NIRAP Pancreatic cancer & $1.25m AcRF cancer Biology Imaging Facility)
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Actin A protein, along with myosin, 
responsible for muscle contraction.

Adiposity composed of, or related to, fat or 
fatty tissue.

Adrenergic signalling that uses the same 
paths as adrenaline and thus has the same 
effects.

Agonist A molecule that interacts with a 
receptor, triggering a cellular response.

Allele One of a number of possible versions 
of a gene. Each person inherits two alleles 
per gene, one from each parent.

Alpha-helices coiled formations that occur 
frequently in proteins and peptides and 
often present an interaction site for other 
proteins.

Antagonist A molecule that blocks a 
chemical from binding to its receptor.

Antinociceptive counters the effect of 
anything caused by, or in response to, pain.

Apoptosis Programmed cell death.

ARC Australian Research council.

Aromatase An enzyme that causes 
testosterone to transform into estrogen.

Array An ordering of samples on a slide.

Assay Qualitative or quantitative analyses 
of a substance performed in order to 
determine its components.

ATPase An enzyme that causes an energy-
releasing chemical reaction.

BAC A piece of genetic material used to 
clone DNA.

Bilayer Two layers of molecules.

Bioactive Has an effect on a living 
organism.

Biodiscovery The exploration of biodiversity 
to identify molecules that have useful 
applications. 

Biodiversity The diversity of organisms 
within a specified area.

Biogenesis The production of material from 
living organisms.

Bioinformatics The use of computational 
resources in the study of biological 
information.

Biophysical The intersection between 
physics and biology.

Biopolymer A polymer (large molecule) 
produced by a living organism.

Bioscience Any of the branches of science 
dealing with the structure and behaviour of 
living organisms.

Biosynthesis The production of material 
from living organisms.

Biotechnology Any technology that uses 
biological systems or living organisms to 
make or modify products or processes.

BRET Bioluminescence resonance energy 
transfer. A cell-based assay allowing the 
direct study of complex protein-protein 
interactions in living cells.

BSE Bovine spongiform encephalopathy. 
commonly known as mad cow disease.

Cadherin A class of transmembrane protein 
that ensures cells adhere to one another 
within a tissue.

Cerebellum The part of the brain that co-
ordinates voluntary movement.

Chelate The process where an organic 
molecule bonds to a metal.

Chondrogenesis The development of 
cartilage.

Chromatin The complex of DNA and 
proteins that form a chromosome.

Chromatography A method of separating 
chemical compounds into their base 
constituents by transporting the compound 
in liquid form through a porous substance. 
The different rates of absorbency of the 
constituents mean that as they pass through 
the substance they will separate.

CNS central nervous system.

Co-factor A chemical that must be present 
in order for another molecule to function.

Combinatorial Chemistry methods used 
to synthesise numerous, related chemical 
compounds.

Cryo-election microscopy A type of 
microscopy in which an electronically-
magnified image is produced from a sample 
at very low temperatures.

Crystallography The use of X-rays to 
determine the structure of crystallised 
molecules.

Cytokines small proteins released by cells 
that affect the behaviour of other cells.

Cytokinesis The point in somatic cell 
division where the cytoplasm splits, as 
opposed to the splitting of the nucleus, 
which occurs first.

Cytoplasm All of the contents of a cell, 
excepting the nucleus.

Cytoskeleton The protein framework of a 
cell.

Cytosol The fluid component of cytoplasm, 
in which all other structures are suspended.

De novo Not previously present.

Deterministic something that is 
predictable, not random, given known initial 
conditions. The opposite of stochastic.

Dimer An organic molecule formed by 
combining two smaller molecules.

Discrete separate and independent.

DNA Deoxyribonucleic acid. The chemical 
chain that carries the genetic instructions for 
making a living organism.

Dyslipidemia A disorder that occurs when 
there is an excess of lipids in the blood.

Effector molecules A molecule that alters 
the activity of a protein by binding to it.

EGFR Epidermal growth factor receptor.

Embryogenesis The development of an 
embryo. 

Endocrine A system of glands that secrete 
hormones directly into the bloodstream.

Endocytic Pertaining to endocytosis.

Endocytosis Uptake of material into a cell.

Endogenous Within the body.

Endosome An organelle involved in protein 
trafficking.

Enzyme A protein produced by living 
organisms that catalyses chemical reactions 
of other substances without being altered 
itself by the reactions.

Epifluorescence A type of microscopy 
using a very bright light source. This light 
is used to energise the sample into re-
emitting light (or “fluorescing”) at various 
wavelengths, which allows researchers to 
produce an image of the sample.

Epigenetic The changes in phenotype that 
occur without a corresponding change in 
genotype.

Epigenomic A cataloguing of the non-
genetic changes that occur in the genome 
that affect gene expression.

Epithelium membranous cellular tissue that 
covers the internal and external surfaces of 
the body.

glossarY oF terms
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Epitope The site on the surface of a foreign 
substance that triggers the production of 
antibodies, and to which these antibodies 
bind.

ERK A messenger kinase belonging to the 
mAPk family.

Erythrocytes Red blood cells.

Erythropoiesis The development of mature 
red blood cells.

Eukaryotes Organisms whose genetic 
material is enclosed in a membrane-bound 
nucleus. Includes all organisms except 
viruses and bacteria.

Exocytosis The discharge of material from 
the cell. 

Ex vivo Taking place outside an organism.

FACS Fluorescent-activated cell sorting. 
A method of sorting a heterogeneous 
group of cells using the light scattering and 
fluorescent characteristics of each cell.

Factor A sequence of DNA involved in 
producing a polypeptide chain.

Ferritin A protein that stores iron.

Flaviviruses A family of small RNA viruses 
that are often transmitted by mosquitoes 
and ticks.

FRET Fluorescence Resonance Energy 
Transfer. A method of quantifying molecular 
dynamics such as protein-protein 
interactions.

Gene considered the basic unit of heredity, 
a gene is a region of DNA that encodes all 
of the information to make a protein.

Genome All DNA contained in an organism 
or cell.

Genomics The study of genes and their 
function.

Genotype The specific set of alleles 
possessed by an individual, either in whole 
or at one loci.

Glycolytic Relating to the process through 
which carbohydrates and sugars are broken 
down.

GPCRs g protein-coupled receptors, the 
largest family of membrane receptors.

Growth factors Proteins that stimulate the 
growth of cells.

Haemotopoietic Relating to the formation 
of blood cells.

Histidine A type of amino acid that binds to 
form proteins. Histidine is found in proteins 
involved in the repair and growth of tissue.

Homeostasis A condition where the 
body uses negative feedback processes 
to maintain its systems at a constant 
equilibrium.

Homology similarity due to common 
ancestry.

Hypercholesterolemia High blood 
cholesterol.

Icosahedron A structure with twenty equal 
faces.

Immunoprecipitation The process whereby 
an antigen is formed in a solution using a 
specific antibody.

Inducible Pluripotent Cells A stem cell 
artificially derived from a non-stem cell.

Innate immunity Natural immunity that 
fights off infection in a non-specific manner.

In vitro A process occurring in an artificial 
environment that would normally occur in an 
organism.

In vivo A process occurring within an 
organism.

Isoprenoids Naturally occurring organic 
molecules.

Isothermal calorimetry A technique of 
measuring the heat and heat capacity 
of chemical reactions; often used to 
characterise potential drug candidates.

Keratinocyte cells that make keratin, a 
substance found in hair and nails (hard 
keratin) and skin (soft keratin).

Kinase An enzyme that catalyses the 
transfer of a phosphate group from a donor 
to a target molecule.

Knockout A technique in which specific 
genes are made inactive, so scientists can 
determine their effect.

Ligand A chemical that binds to a larger 
molecule/receptor.

Lipid Any of a group of heterogeneous fat 
or fat-like compounds that are insoluble in 
water.

Lipogenesis The production of fat.

Lymphatic Pertaining to the circulatory 
network of vessels that produce and store 
the cells that fight infection.

Lymphedema A condition that occurs when 
excess lymph fluid collects in a localised 
area.

Lysosome An organelle capable of 
digesting microorganisms and cellular 
debris.

Macrophage A large cell that engulfs and 
absorbs waste material, harmful microbes 
or other foreign bodies in the bloodstream 
and tissues.

Macropinocytosis The formation 
of fluid-filled macropinosomes, large 
heterogeneous, dynamic vesicles.

MAPK mitogen-activated protein kinase.

Meiosis The process by which cells divide 
to produce eggs and sperm.

Melanin skin and hair pigment.

Melanocortin A group of hormones.

Melanocytes cells that produce melanin, 
the pigment that gives skin, hair and eyes 
their colour.

Melanosome The structure within skin cells 
that contains melanin.

Membrane A thin layer of tissue 
surrounding a cell and separating it from the 
rest of the environment.

Mesoderm The middle layer of cells in the 
early embryo.

Metabolites A chemical involved in or 
produced during metabolism.

Metagene A pattern of gene expression.

Metastasis migration of cancer cells from 
their original site to other parts of the body.

Microarray A technique for studying how 
large numbers of genes interact and how 
a cell’s regulatory network controls vast 
amount of genes simultaneously.

MicroRNA miRNA, RNA molecules around 
20 nucleotides long that regulate gene 
expression.

Morphogenesis The process where cells 
differentiate into different structures.

MRSA metacillin-resistant Staphylococcus 
aureus.

Murine Relating to mice or rats.

Mutagenesis The process of intentionally 
creating mutations in an organism’s DNA.

Myosin A protein, along with actin, 
responsible for muscle contraction.
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NBCF National Breast cancer Foundation.

Nephron Tubes within the kidney that act 
as filters.

Neuropathic Pain from nerves themselves, 
as opposed to injured or diseased body 
parts.

NHMRC National Health and medical 
Research council.

NMR Nuclear magnetic Resonance. A 
spectroscopic technique that analyses 
the disruptions to a high magnetic field 
to elucidate the chemical structure and 
molecular dynamics of a sample.

NS1 Non-structural protein 1, involved in 
virus replication. 

Nucleators something that either forms into 
a nucleus or aids in this formation.

Nucleosomes The repeating subunit of 
chromatin.

Nucleotides The subunits of DNA and RNA.

Nucleus A large, membrane-bound, 
usually spherical structure within a living 
cell, containing the cell’s hereditary material 
and controlling its metabolism, growth and 
reproduction.

Oncogenesis The formation and growth of 
tumours.

Organelle A discrete subcellular structure 
with a specialised function.

Organic containing carbon.

Organogenesis The formation of organs.

Orthologous Any gene found in more than 
one species that can be traced back to the 
same common ancestor.

Oxidative Relating to the addition of 
oxygen.

Paralogous Two genetic sequences that 
have the same evolutionary ancestor and 
arose through gene duplication.

Pathogen A disease-causing organism.

Pathogenicity The capacity to cause 
disease.

Pathophysiology A change in function 
caused by a disease or condition.

Peptide A compound of two or more amino 
acids.

Phage A virus that infects bacteria.

Phagocytosis The process by which cells 
engulf material in order to destroy or digest 
it.

Pharmacology The study of drugs and their 
effect on organisms.

Pharmacophore A framework with the 
properties necessary for a drug’s activity.

Pharming Farming genetically-modified 
animals and plants to produce drugs.

Phenotype The characteristics of an 
organism resulting from the interaction 
between its genotype and its environment.

Photosynthesis The process through which 
plants convert energy from sunlight into 
chemical energy that acts as their fuel.

PNMT Phenylethanolamine 
N-methyltransferase. An enzyme that 
catalyses the production of adrenalin.

Polymorphism The existence of multiple 
forms of a gene or DNA sequence.

Prenylation A process whereby 
hydrophobic molecules are added to a 
protein.

Prostaglandin Any of a group of 
compounds derived from fatty acids with a 
variety of actions and effects on cells.

Protease Any enzyme that causes the 
interior peptide bonds of a protein to split.

Protein A large molecule composed of one 
or more chains of amino acids in a specific 
order. Proteins are required for the structure, 
function and regulation of the body’s cells, 
tissues and organs, and each protein has 
a unique function. Examples are hormones 
and antibodies.

Proteinase Enzymes that break down 
proteins.

Radioligand A radioactive substance 
injected into tissue that binds to receptors 
and allows researchers to study its 
behaviour.

Recombineering A process through which 
mutations are artificially introduced into a 
bacterial chromosome and used to produce 
transgenic mice.

Redox A reduction/oxidation reaction, 
where the oxidation number of an atom 
changes.

Retromer complex A protein complex that 
is involved in the transport of proteins to the 
golgi.

Retrotransposons segments of DNA that 
can move around the genome and amplify 
themselves.

RNA A chemical similar to a single strand 
of DNA, except that RNA contains ribose 
instead of deoxyribose and uracil instead of 
thymine. RNA delivers DNA’s message to 
the site of protein synthesis.

RNAi RNA interference. A process where 
small RNAs are used to control gene 
expression.

Scission splitting.

Secretory Relating to secretion.

Sequencing Determining the order of 
nucleotides in a DNA or RNA strand.

SNP single nucleotide polymorphism. A 
single base of DNA which can differ in a 
population.

Somatic Refers to any of the non-
reproductive parts of the body, also used to 
mean a condition that is non-inherited.

Spectroscopy The study of the interaction 
between matter and radiation (eg. light).

Stat5 A protein that regulates gene 
expression.

Steatotic Has an accumulation of fat in the 
liver.

Stochastic A process that is governed by 
random chance.

Synthase An enzyme that catalyses the 
synthesis of a biological compound.

Theranostic Therapy that tests patients to 
determine if they are suitable candidates for 
a new medication.

Transcription The formation of RNA from a 
DNA template.

Transgenic An organism that has a 
transferred gene (transgene) incorporated 
into the chromosome of all its cells.

Translation The production of proteins from 
messenger RNA.

Transmembrane Passes through or occurs 
on the membrane.

Triplex consisting of three parts.

Vascular Pertaining to anything related to 
or containing conductive vessels, eg. blood 
vessels.

Vesicle A closed membrane shell.
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