K-Vizz dAF A2 HlaE

WA A E vl 2E 913 KEGG
Fuke] A7t

(K-Viz: KEGG Based Bisualization for Comparing

Metabolic Pathways)

A8 KBGG 7]whe] A]7}3)

K-Viz:

ol = & F ol = 3 ' *
| o T o

(Dong-Hyuk Im) (Dong-Hee Lee)

sS4 =
T

(Hyoung-Joo Kim)

2 o Az e FoAel tah A Hast A okd wIAA 2e fAAE 2
of vk FRdTh B WA AZ A4 AAHAAT B S .
SPjet Mmeks A4S ez Beh K-Vids KEGG 71Mel ot 428 A A
Z9 Al A2E Blwsty] $13] KEGGY PathCompet #e HAEZE A= t& _‘,‘ﬁi xAs}t
7t FoAe] ARE HolER RAFEH K-Vize AETAEC] ME 2 FoAe tii} B= o

skl £ 2

9= : A3}, KEGG oAb BE
Abstract The comparison of metabolic pathway in different species is important in detecting a

missing gene. There are many visualizations for metabolic pathway. However, Biologists need not only
a simple path but also a visualization for comparison. K-Viz is a tool for visualization of metabolic
pathway based on KEGG. To compare pathways in different species, K-Viz uses different color for
path such as PathComp in KEGG and shows the table of path in pathway. K-Viz helps biologists to

389

understand the comparison of metabolic pathways in different species.
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<k'entry>
<Enzyme rdf:nodelD="_14">

<k:graphics>
<Rectangle kiname="1.1.1.2"
</k:graphics>

</Enzyme>

</k:entry>

<k:name rdf:resource="http://www.w3.0rg/2005/02/13-KEGG/ec#1.1.1.2"/>

k:fgcolor="#000000"
kix="310" kiy="977" kiwidth="45" k'height="17"/>

k:bgcolor="#FFFFFF"
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Select x, y, width, height
from {Pathway} k:name { mapID},
{Pathway} k:entry {_bEntry},
{_bEntry} kireaction { r; },
{_bEntry} kigraphics {Grahpics},
{Grahpics} k:x {x},
{Grahpics} kiy {y},
{Grahpics} kiwidth {width},
{Grahpics} k:height {height}
using namespace rdf=<http://www.w3.0org/1999/02/22-rdf-syntax—ns#>,
k=<http://www.w3.0rg/2005/02/13-KEGG/#>,
path=<http://www.w3.0rg/2005/02/13-KEGG/path#>,
rn=<http://www.w3.0rg/2005/02/13-KEGG/rn#>

19 5 SeRQLS ©]&3 thrt B2 29

olth. thA} A= Holehs KEGGE KGMLI21S [13]
oMol wisg whHog RDFZ st ALE3I9Th
RDF AAALZE SesameE ©]&34th K-VizollA of
FE T2 PAE 7%tk vAE AL AR gt
A= Wi s P Foloh wAENA ] AL A

t A7 A3 E=e AFoE YExl Ao B
15 7Hoh Aldyt dial A271 Bol gz mAE
7189l At A= HlnE B8 dAEA ke AR
A= AL 1g 9r] e dolth E 1S K-Vizol
Al AR 17744 PAES RS 9]

ke

1 K-Vizel A Abgehs PI8E 17 &
K-Vizo| A AMSHE HAE F

Haemophilus influenza, Escherichia coli K12, Xylella
fastidiosa 9abc, Vibrio cholerae, Pseudomonas aeruginosa,
Pasteurella multocida, Pseudomonas putida, Salmonella
typhimurium LT2, Salmonella Typhi CT18, Xanthomonas
axonopodis, Yersinia Pestis KM, Shewanella oneidensis,
Vibrio vulnificus CMCP6, Buchnera aphidicola str. Bp,
Pseudomonas syringae DC3000, Vibrio parahaemolyticus,
Shigella flexneri 2a str.
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Metabolism > Glycolysis / Gluconeogenesis
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Enzyme #
EC:1.2.1.12

Nucleotide sugars EC:1.2.4.1 .
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interconversions EC:2.3.1.12

B
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EC:4.2.1.11 °
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phosphate EC:5.1.3.3
pathway

EC:36.1.7
EC:1.2.1.3
EC:2.7.1.2

Fructose and
mannose metabolism

Salicin
(extm:ell\llur)o - -0 m

Salicin-6P

______ EC:3.2.1.86
Carbon fixation in ————Dé‘—@ EC:3.2.1.86
photosynthetic organisms Clycerone-P r _ ECi111s

EC:3.1.3.10
EC:1.1.1.27
EC:1.1.99.8
EC:2.7.1.69
EC:4.1.1.1

EC:2.7.1.69
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EC5421 17
EC:1.1.1.1 16
EC:3.13.11 15
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EC:2.7.1.11 13 ©
ECi5422 13 -
EC:2.7.169 12 o
EC:5.1.33 12
EC:3617 11
EC:1.2.1.3 10
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EC:1.1.1.3 (17/17)
1.1.1.3 bab : Buchnera aphidicola Bp [PPI]
eco : Escherichia coli K-12 MG1655 [PPI]
— |hin : Haemophilus influenzae (serotype d) [PPI] {
L-Aspartat
J-semialde P2 : Pseudomonas aeruginosa [PPI]
pmu : Pasteurella multocida [PPI]
ppu : Pseudomonas putida [PPI] anl
pst : Pseudomonas syringae DC3000 [PPI]
upp- =M Shigella flexneri 301 [PPI]
L-alanyl|son : Shewanella oneidensis [PPI] |
) Salmonella typhimurium LT2 [PPI]

D-alany ST :
aglycan N
thesis —-|stt : Salmonella enterica serovar typhi Ty2 [PPI] —
vch : Vibrio cholerae [PPI]

=

vpa : Vibrio parahaemolyticus [PPI] E
Homo-cis- vy : vibrio vulnificus CMCP6 [PPI]
aConitate n
2.136H0 ®ac : xanthomonas axonopadis [PPI] -
xfa : Xylella fastidiosa 9aSc [PPI]
42136| |ypk : Yersinia pestis KIM [PPI]
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