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The \International Conference on Genome Informatics", popularly known as \GIW",

is probably one of the oldest, if not actually the oldest annual, regular conference

in computational biology. This conference is surprisingly viable, it survived all turns

of the tempestuous development of this ¯eld of research.1 It is impossible to over-

estimate the role of GIW in establishing and enhancing the computational biology
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and bioinformatics research community in the Asia-Paci¯c region and its interaction

with the world-wide research e®ort. Importantly, it has provided a friendly forum

where scientists especially from the region could exchange and publish their research

¯ndings. It has accompanied and furthered the growth of computational biology and

bioinformatics research in both quantity and quality in the Asia-Paci¯c region.

The GIW was ¯rst held as an open workshop (\Genome Informatics Workshop",

thus, GIW) at Kikai Shinko Kaikan in Tokyo during December 3–4, 1990, essentially

just before the Japanese Human Genome Project started in the next year. Whereas

GIW was originally an intra-Japanese a®air, it changed to an international confer-

ence in 1993 and the currently used name of the conference was adopted in 2001.

During the last �15 years, the conference was always attended by several hundred

participants; thus, it is not really a \workshop" any longer. Whereas GIW had more

the role of a regional incubator in the early years, it has recently become one of the

important, truly international conference venues in the bioinformatics ¯eld for sci-

enti¯c exchange. It provides unique opportunities to bridge theory and experiment,

academia and industry, science from the East and the West.

The conference site was in Tokyo or Yokohama exclusively until 2006 (as well

as 2009). GIW 2007 (the 18th edition) was the ¯rst one held outside Japan, in the

Biopolis in Singapore. Other locations in the Asia-Paci¯c regions were to follow: the

19th GIW at the Gold Coast in Australia (2008), the 21st GIW in Hangzhou (China)

in 2010, the 22nd GIW in Busan (South Korea) in 2011 and the 23rd GIW in Tainan

(Taiwan).

Remarkably, the 24th GIW has been awarded to Singapore again2 and, notably,

is held in the same premises as the conference in 2007, namely in the Matrix Building

of Biopolis. Singaporean bioinformaticians might tend to see this as recognition for

their research e®orts during the last years; though, the geographically central loca-

tion in the Asia-Paci¯c region, the excellent transport hub and the infrastructural

support of Singapore will lend an alternative, equally important explanation. All

events happen only if an activist champions them. The Singaporean community is

grateful to Limsoon Wong for his lobbying e®ort to attract important conferences

here.

Certainly, the maturity of the research area and today's scienti¯c fashions a®ect

the research e®orts that occupy a prominent place in GIW 2013. New methodological

developments in classical research areas such as biomolecular sequence analysis, 3D

structural analysis and modeling, etc. still remain important areas for a continued

scienti¯c quest. It should be noted that it was the concept of sequence homology

and the subsequent opportunity for function prediction of uncharacterized genes via

annotation transfer that, historically for the ¯rst time, made theoretical biology and

its more fashionable o®shoots bioinformatics and computational biology center stage

in life sciences for all branches that are concerned about biomolecular mechanisms.3–6

At the same time, the availability of large-scale experimental datasets from ge-

nome-wide sequencing, expression pro¯ling, automated bioimaging, etc. dramati-

cally enhances the role of bioinformatics becoming an integral part of standard life

F. Eisenhaber, W.-K. Sung & L. Wong

1302003-2

J.
 B

io
in

fo
rm

. C
om

pu
t. 

B
io

l. 
20

13
.1

1.
 D

ow
nl

oa
de

d 
fr

om
 w

w
w

.w
or

ld
sc

ie
nt

if
ic

.c
om

by
 1

06
.5

1.
22

6.
7 

on
 0

8/
09

/2
2.

 R
e-

us
e 

an
d 

di
st

ri
bu

tio
n 

is
 s

tr
ic

tly
 n

ot
 p

er
m

itt
ed

, e
xc

ep
t f

or
 O

pe
n 

A
cc

es
s 

ar
tic

le
s.



science research projects. In contract to previous eras where the actual measurement

of quanti¯ed data about biological systems was the bottleneck, the shift is now

towards interpretation of the data in biological and biomolecular mechanism terms.

This trend potentially allows also for a more system-wide view of description and

analysis.

Given the absence of a consistent, predictive biological theory as physicists have

been used to since many decades, some might consider the request for an integrated,

system approach grandiloquent and premature. There are serious arguments for this

view as about 50% of all eukaryote genes lack even tentative functional character-

izations and, most likely, not even half of the biomolecular mechanisms are known.7

Despite full genome sequencing, even a stable reference proteome cannot be de-

duced.8 Thus, quantitative and predictive biology has a long way to go.

Therefore, it might be a good idea to generate large-scale data about biological

systems only with a concrete biological question in mind and to plan the process in

cooperation with computational biologists from the very beginning.3 Unfortunately,

many big sequencing datasets generated today and in the close past just for the

purpose of having a public resource, probably, will have never been properly ana-

lyzed at all since neither the manpower capacity for their study had ever been

allocated in the community nor these datasets will be needed in the future since they

will be re-created for lower costs and with higher accuracy then.

Nevertheless, the large-scale experimental techniques, most prominently nucleic

acid sequencing but also epigenetics analyses, large-scale expression studies, prote-

omics with the large sets of protein–protein interaction data, the ever growing library

of biomacromolecular structures and automated methods for analyzing cellular and

tissue images9 open new opportunities and, for carefully selected questions, inter-

esting and important insights can be deduced from this data at the biological systems

level that can even reach out into biomedical and biotechnological applications. The

papers from GIW 2013 collected in this special edition, as well as two supplementary

volumes of BMC Systems Biology (Vol. 7, Suppl. 6) and ACM/IEEE Transactions

on Bioinformatics and Computational Biology, exemplify how far research has

moved forward.
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