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@ DNA repair and mixed
nucleotide metabolism
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DMSO metabolism
@ Cell motility
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O Phosphate consumption
@ Cation / Zinc transport
Ribosome
O Fe-s clusters, Heavy metal
transport, molybendum
cofactor biosynthesis




.0 0.0 ¢
VOO¥ W owowowov
@ @ W

. i i
o f{maate  cis-acontate);Protoheem,
ovaaions] [ Trcarboxylic acid | PP

: c tumwatn gyolg. Boch

S o,
s.-«xx
R O\ guociny-Con,

alycine

[ CS——

G & ) Gycerolipid metabolism

OCOP dTMP > DHE—a T
S ‘ S o » prosprascykhaiine <

===+ viacyigyerol




—DataMatrixViewer (DMV)—— JGR TMeV

(Java GUI for R Statistical Environment) (TIGR Microarray expression Viewer)
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Although some cag genes are correlated over
all conditions, most are correlated only over a
subset emphasizing a need for biclustering
(go back to Step 3 and follow link 10
InferelaterView)
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