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isuccinate!malate transporter m Succ_c+ Mal_m ==== Succ_m + Mal_c 02501 00293 -0,2985 -0,6227
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21 |succinate/citrate transporter m Cit_c+ Succ_m ==== Cit_m + Succ_c -0,0077 -0,0330 -0,0737 -0,1161
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ﬁ G1Ptransporter p P c+GIP_p==—=P p+G1P_cC -23214 -1,8469 -0,8637 -0,6758
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Figure 1: Take flux raw data
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Figure 2: Fill data input template




Figure 3: Load flux data
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Figure 6: Map flux data onto network
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Figure 7: Summon FluxMap dialog
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Figure 8: Improve visualization
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Figure 9: Increase global edge thickness
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Figure 10: Reduce arrowhead/-tail ratio
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Figure 11: Switch between different conditions




W VANTED V2.01

Eile Edit Analysis Cluster Edges Layout Mapping Modes Window Help

e BR|(¥De|dDe @ & @6 |0 o7 B &

=
|:|I
=

a o

|2l barley central metabolism.gml* - view 1

== | Helpl Experiments | Pathways | Network | Layout | Tools|
F

| Data Input Templates

ST HRE cytosol PY - Flux Visualisation Options &2 |
tarcl Multiplicator &
‘ Head/Tail ratio =
Flux val
bait | Choose Quality Colors  [53] i n
/ ADPgl-.ﬁ Please specify the colors for the bw | Colors
Frc UDPGlc respective quality values. i
Validate Reactions | o001
lowest quality value o validate Metabolites ] 0=
| I I
I Sy, GINOE . Create Snapshot |
highest quality value | 995,025
" " o 3
! Ierp ; high quali I
.................................. fFEP ot igh quality color = I Pretify Graph ]
{ ' Hes ” Layout Graph ]
i | oK Cancel
B K (o0erl
' : Oxygenic Phases: 3: Hordeum vulgare/Phase 3 (none) -
=
< O '
Mal ==0AA Py
\ Alternative Identifiers: 0
| Add Alternative IDs I | Set Main ID I
mitochondrion - [ Load Array-Annotation l | Remove IDs l
4 = [T | »

107 |[84

107 MB

Figure 12: Adapt visualization of quality information
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Figure 13: Validate flux balance
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Figure 14: Export data, graphics or webpage
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Figure 15: Export in different graphical formats
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Figure 16: Connect metabolites with the same label
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Figure 17: Show flux values on edges




