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Table S1. Summary of reconstruction tools for GEMs of non-model species

Tool Programming Language | Gap-filling | Databases used for reactions | References

CarveMe Python Yes BIGG Models (1)

FAME Python No KEGG )

MetaDraft Python No BIGG Models 3)

Model SEED | Web Yes In-house reaction database )

RAVEN2.0 Matlab Yes KEGG, MetaCyc [(5))
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