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H
ere is a M

ockup:

A
b

stract
W

e are an interdisciplinary group of  B
iologists,

C
om

puter Scientists, and Inform
ation D

esigners
collaborating on building an Integrated
B

ioinform
atic V

isualization System
 (IB

V
S),

w
hich w

ill allow
 a biologist to interactively

explore and annotate m
any types of biological

inform
ation and to create biological know

ledge.
T

he IB
V

S w
ill allow

 the scientist to freely
interact w

ith data describing  the genetic
structure of any know

n organism
, and trace the

relationships betw
een hom

ologous sequences
and the like. T

he m
ode of this interaction is by

visual query, w
hich induces visual thinking that

has proved quite useful in m
any areas of

inform
ation and data visualization. V

isual query
is a m

odel w
here navigation through the data

and m
anipulation of data features autom

atically
produce queries to the data structure. A

s one
zoom

s in on a particular region of the data, for
exam

ple, the system
 brings forth and displays

new
 detail for that region. Such a m

odel is
especially useful for exploration and discovery
in large data, w

hich has m
ultiple scales and,

perhaps, m
any different features.  O

ur initial
w

ork in this area has been to build a prototype
that perm

its one to visually query an entire
genom

e. T
he prototype allow

s the user to
perform

 a sem
antic zoom

, starting from
 any

point in the genom
e and zoom

ing in or out.
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C
urrent zoom

able prototype starts w
ith three w

indow
s:

O
ne O

verview
 w

indow
T

w
o D

etail W
indow

s

U
sers select the area of  interest w

ith the m
ouse to zoom

 in or out of the chrom
osom

e.

U
ser rapidly zoom

s and pans around the space of the genom
es of interest

O
verview

 W
indow

:
   D

etail W
indow

 1 (C
ropped):
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N

ot just visualizing a single gene or its expressed protein!
V

isualizing hom
ologies or other types of relationships

w
ithin the organism

 or betw
een organism

s.

O
ur challenge: develop m

ethods for m
anaging and

 presenting this com
plexity:

•C
o-locate hom

ologous genes/subsequences
•O

utlined box surrounds the hom
ologous gene 

from
 other organism

•Z
oom

 in to show
 m

ore
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U
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terface S
tyle

O
ur style of interface is Sem

antic Z
oom

.

U
ser actions on the data allow

 zoom
ing in on the

underlying data.

D
etails on D

em
and: W

hen the user needs m
ore

info, click on the item
 and a new

 w
indow

appears in the layout.

N
ew

 w
indow

s can be zoom
ed in for m

ore detail.
Previous w

indow
s are shifted around by the

system
.
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Selecting a G
ene B

ox pops up a w
indow

 to view
 gene

sequence, Protein sequence, A
ccession num

bers,
A

ccession versions, authors of sequence, etc
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