Top 20 metatranscriptomic KEGG pathways

Carbon metabolism

Ribosome

Biosynthesis of amino acids

Glycolysis / Gluconeogenesis

Methane metabolism

Pyruvate metabolism

Carbon fixation pathways in prokaryotes
Carbon fixation in photosynthetic organisms
Purine metabolism

Pyrimidine metabolism:

Citrate cycle (TCA cycle)

Butanoate metabolism

Oxidative phosphorylation:

ABC transporters

RNA degradation:

Two-component system

Starch and sucrose metabolism:

Quorum sensing:

HIF-1 signaling pathway:

Fructose and mannose metabolism
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Significantly different metatranscriptomic KEGG pathways

Xylene degradation
Dioxin degradation
Ubiquinone and other terpenoid-quinone biosynthesis:
Focal adhesion
Ascorbate and aldarate metabolism:
Synthesis and degradation of ketone bodies:
Tryptophan metabolism
Pentose and glucuronate interconversions
Homologous recombination
Lysine degradation

Mismatch repai
Valine, leucine and isoleucine degradation
DNA replication
Fatty acid degradation:
Tyrosine metabolism
D-Glutamine and D-glutamate metabolism
Selenocompound metabolism:
Amino sugar and nucleotide sugar metabolism
Galactose metabolism

Protein expo
Biofilm formation - Escherichia coli
Propanoate metabolism:
Starch and sucrose metabolism
Glycolysis / Gluconeogenesis
Fructose and mannose metabolism
Butanoate metabolism
Carbon fixation pathways in prokaryotes:
Quorum sensing
Pentose phosphate pathway:
Oxidative phosphorylation
Pyruvate metabolism:
Purine metabolism
Pantothenate and CoA biosynthesis
Carbon metabolism
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