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Figure S1. Phylogenetic tree of bacterial lipolytic enzymes. Protein sequences used for the
classification of lipolytic enzymes based on the classification system [1] were aligned with
Ea30 (EaEst2) using an unrooted neighbor-joining tree by MEGA-X. A consensus tree
following 500 bootstrap replications are shown. The percentage of replicate trees in which the
associated taxa clustered together is shown at the branches' top. The family group, protein name,

and the UniProt ID were shown.

Reference

[1] Hitch TCA, Clavel T: A proposed update for the classification and description of bacterial

lipolytic enzymes. PeerJ 2019, 7:e7249.



