Organism Transcriptomics Fluxoxomics Other data Conditions Reference
E. coli genome wide exchange (8) Batch growth of W|I<j—type and 6 ggne delgt.lon Covert et al, 2004
mutants under aerobic and anaerobic conditions
E coll centr_al carbon (_73) internal (25) Batch growth (aerob_lc) of wild-type and 3 gene Fong et al, 2006
(relative expression) deletion mutants
. . Chemostat growth (aerobic) of wild-type at 5
E. coli central carbon (85) internal (42) proteomlc.s dilution rates and 24 single gene deletion Ishii et al, 2007
exchange (9) metabolomics
mutants (0.2 h-1)
E. coli genome wide internal (25) metabolomics Batch growth (aeroblg) of wild-type and 2 over Holm et al, 2009
exchange (2) expression mutants
. . . Chemostat growth (0.2 h-1) of wild-type and
E. coli genon;:(a \;v:;lseiérrslatlve ;T(E;r:r?l 23(%)) metabolomics arcA mutant (aerobic, anaerobic and nitrate Toya et al, 2012
p 9 limited)
Yeast genome wide exchange (3) Chemostat growth (0.1 h-1) using 4 different Lapujade et al, 2004
carbon sources
Yeast genome Wlde. (relative internal (83) metabolomics Chemostat growth (aerobic, 0.1 h-1) of wild- Moxley et al, 2009
expression) type and gcn4 mutant
Chemostat growth (anaerobic, 0.03 h-1) of 2
Yeast central carbon (41) exchange (8) metabolomics yeast strains under glucose and arabinose Wisselink et al, 2010
limited conditions
Yeast d|fferent|a-lly expressgd internal (55) metabolomics Batch growth (anaerobic) of yea;t at different Celton et al, 2012
genes (relative expression) levels of NADPH oxidation
I 0, [v)
Yeast genome wide exchange (7) Chemostat growth (aerobic) at 75% and 85% Lee et al, 2012
of maximum growth rate
. . Wiebe et al, 2007,
Yeast genome wide internal (28) proteomics Chemostat growth (0.1 h-1) of yeast at Jouhten et al, 2008:

exchange (4)

metabolomics

different oxygen levels

Rintala et al, 2009
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