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— Bayesian dating: Pd-P. pannorum split = 28.2 Million years ago (MYA); 5- @
species MRCA =140.9 MYA; Leotiomycetes crown = 298 MYA. “

— Comparative genomics: Pd mito genome 32.2 kb, 94.4 % ANI to Pp, but shows "'
complete gene-order reshuffling; 3 Antarctic relatives retain collinearity. ,.R

— Geographical signal: Pd isolates = North America; closest relatives = Antarctic @

— Functional expansion: Re-annotation boosts known Pd protein functions g -1‘"-'-"
from 2 137 to 12 206, carbohydrate-metalbolism genes now 1206 (+1 097); @ILYA_POPOV

secondary-metabolite genes 760 (+708). GitHub Contact
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