Perturbation analysis of hypoxic myocardium

Experiment Model

hypoxic regulation of fluxes

cardiac phenotypes

Genetic perturbation

h

NMR metabolomics

[
,,b\my.\, W,JJL_W,‘«L.“J\/MW.’M

metabolic control points

highly enriched
“neighborhoods”

new gene candidates

High-throughput data sources
at each phase of the model cardac phenotypes Model representation

phenome m
A

Biological level

hypoxic regulation of fluxes

interactome
protein interaction map Module discovery
thorax %
fluxome NMR metabolomics | | | J/ ,‘\.“ ot
| Y W N P 1 N d “\b
| Flux balance analysis
proteome thorax proteomics Metabolic control analysis
i . Constraint-based analysis
hypoxic metabolic fluxes . .
o0 Perturbation analysis
) thorax ‘ead-\o ety
transcriptomey| gene expression to'\(,\‘\.\om
S! .
- Modeling strategy
metabolic network
Gap analysis
genome FIyBase metabolic genome |
legacy data @

= Celltype

generic myocyte cardiac myocyte



