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

<k:graphics>
<Rectangle  k'name="1.1.1.2"
</k:graphics>
</Enzyme>
</k:entry>

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

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

k:bgcolor="#FFFFFF"
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Select x, y, width, height
from {Pathway} k:name { mapiD},
{Pathway} kientry {_bEntry},
{_bEntry} kireaction { r; },
{_bEntry} kigraphics {Grahpics},
{Grahpics} kix {x},
{Grahpics} kiy {y},
{Grahpics} k:width {width},
{Grahpics} k:height {height}
using namespace rdf=<http://www.w3.0rg/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#>
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Pasteurella multocida, Pseudomonas putida, Salmonella
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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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