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(a) Synteny map of putative NDSS BGC
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(b) Synteny map of first NIS synthetase BGC
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(c) Synteny map of second NIS synthetase BGC
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Figure S1: Siderophore BGCs synteny maps in annotated genome of Armillaria sp. strain
CMW4456 compared with the reported putative biosynthetic gene clusters (BGCs) in the
genomes of other Armillaria spp. (a) Synteny map of putative NDSS BGC: Synteny maps of
non-ribosomal peptide synthetase (NRPS)-dependent siderophore synthetase gene clusters in
annotated genome of Armillaria sp. strain CMW4456 compared with the reported putative BGCs
in the genomes of other Armillaria spp. (b) Synteny map of first NIS synthetase BGC: Synteny
maps of first NRPS-independent siderophore (NIS) synthetase gene clusters in annotated genome
of Armillaria sp. strain CMW4456 compared with the reported putative BGCs in the genomes of
other Armillaria spp. (c) Synteny map of second NIS synthetase BGC: Synteny maps of second
NRPS-independent siderophore (NIS) synthetase gene clusters in annotated genome of
Armillaria sp. strain CMW4456 compared with the reported putative BGCs in the genomes of
other Armillaria spp. In each figure, each row represents a BGC in the respective genome
(represented as the species code of the respective species). Numbers following the species code
are the scaffolds on which the BGCs are located. Numbers below the species codes are the
sequence locations of the BGCs within the scaffolds. Different colors and orientation of arrows
represent different putative genes as determined by tBLASTn searches and direction of
transcription respectively. Orthologous genes are identically colored. Shadings between rows
indicate the similarity between the genes in the adjoining BGCs. NDSS = non-ribosomal peptide
synthetase (NRPS)-dependent siderophore synthetase; NIS = NRPS-independent siderophore;
Armborl = A4. borealis strain FPL87.14 v1.0; Armcepl = A. cepistipes strain B5; Armfum1 = 4.
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fumosa strain CBS 122221 v1.0; Armmel = 4. mellea strain ELDO17 v1.0; (Des)Armectl =
Desarmillaria ectypa strain FPL83.16 v1.0
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