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DNA-directed RNA polymerase subunit beta [Tph_c25930]

Molecular chaperone Dnak [Tph_c21110]

ATP synthase F1 subcomplex alpha subunit [Tph_c27390]

Formate-tetrahydrofolate ligase [Tph_c08280]

Heterodisulfide reductase subunit A [Tph_c15090]

5,10-methylenetetrahydrofolate reductase (ferredoxin) [Tph_c15100]

Methylene-tetrahydrofolate reductase C terminal [Tph_c15110]

Coenzyme F420-reducing hydrogenase, delta subunit [Tph_c15120]

Methyltetrahydrofolate--corrinoid iron-sulfur protein Co-methyltransferase [Tph_c15130]

CO-methylating acetyl-CoA synthase corrinoid iron-sulfur protein small subunit precursor /acetyl-CoA decarbonylase/synthase delta subunit [Tph_c15140]

CO dehydrogenase maturation factor [Tph_c15150]

CO-methylating acetyl-CoA synthase corrinoid iron-sulfur protein large subunit precursor [Tph_c15160]

CO-methylating acetyl-CoA synthase precursor /acetyl-CoA decarbonylase/synthase beta subunit [Tph_c15170]

Ni-dependent carbon monoxide dehydrogenase precursor [Tph_c15180]

CO dehydrogenase maturation factor [Tph_c15190]

Methylenetetrahydrofolate dehydrogenase (NADP+) / methenyltetrahydrofolate cyclohydrolase [Tph_c16310]

Methylenetetrahydrofolate dehydrogenase (NADP+) / methenyltetrahydrofolate cyclohydrolase [Tph_c16320]

Formate-tetrahydrofolate ligase [Tph_c26780]
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Supplementary Figure 2: Proteome data of all genes of the Wood-Ljundahl pathway obtained during growth of Thermacetogenium phaeum with different
substrates. Proteins located in different clusters were separated by dashed lines. Housekeeping genes were depicted beneath the solid line.
(A): normalized data: percentage of protein abundances (expressed as area of mass spectroscopy signals) under various growth conditions relative to the 
summed protein abundances (area) of all growth conditions. (B): absolute sums of area values of the respective identified proteins obtained in all growth 
conditions are shown here.
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