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Figure S4.1. - Database schema for data retrieved from KEGG.

Figure S4.2. - Database schema for data retrieved from remote homology alignments for the genome
annotation.

Figure S4.3. - Database schema for storing data on the local similarity alignments between the genome
and TCDB.

Figure S4.4. - Database schema for the transport reactions generation database.

Figure S4.5. - Database schema for the compartments prediction database.

Figure S4.6 - KEGG Pathway map with enzymes and reactions coloured by meriin 2.0.
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Enzymes Homology Search Database
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Smith Waterman Transporters Search
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Transporter Candidates Layer
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Compartments Prediction
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