Figure S1. Schematic summary of Dynamite workflow used in this study.

consenved NP proteinqueries

hits and associated metadats

lsnrt bas=edonIg

gene clusters

classify by bicsynthetic chamacteristics
baszedon pressnceofspecific setsofhits

gene clusters classiied by biosynthetic type(e.g. type | PKS, type |1 PKS, NRPS)

J. J_

cluster multi-fasta files of

SUMmmary protein sequences

files of specific hit types
userviewing, further analysis

manual analysis (e.g.sequencealignment,
dendrogram)



