
‐Abbreviations:
GS: Glutamine Synthase
GlnA: Glutamine synthetase
GOGAT: Glutamine oxoglutarate

aminotransferase
P: Phosphate
trp: transporter
deh: dehydrogenase
diox: dioxygenase
Mqo: malate:quinone oxidoreductase
Succ: Succinate
KDPG: 2‐keto‐3‐deoxy‐6‐

phosphogluconate
THF: Tetrahydrofolate
MFR: Methanofuran
cyt: Cytochrome
H4MPT: Tetrahydromethanopterin
PAPS:3'‐Phosphoadenosine‐5'‐

phosphosulfate
APS: 5′‐adenylylsulfate 
Fdh: fromate dehydrogenase
red: reductase 
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Figure S4: Schematic of selected metabolic pathways in Methylophaga nitratireducenticrescens JAM1 and GP59

‐Pathways are based on functions deduced by gene annotations (see supplemental Data7)
-The arrow thickness is proportionnal to the level of transcript reads (TPM normalization)
-The red arrows represent GP59 genes with at least 2-fold lower TPM than those of strain JAM1
-The blue arrows represent GP59 genes with at least 2-fold higher TPM than those of strain JAM1
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