
T. matsutake –
T. anatolicum
continuum

LC684484 AY-1980831-001 T. matsutake China
LC684485 Ishida F-0247 T. matsutake Sweden

LC684470 AY-2191104-001 T. matsutake Japan
LC684477 AT-0924 T. matsutake South Korea

LC684479 AY-1981000-001 T. matsutake China
LC684481 AY-2070925-001 T. matsutake Finland

LC684486 AY-2101004-001 T. matsutake Japan
LC684473 AY-2071023-002 T. matsutake Japan
LC684483 Ishida F-0315 T. matsutake Sweden

LC684469 AY-2131013-001 T. matsutake Japan
LC684472 AY-2181005-001 T. matsutake Japan

LC684471 AY-2061108-004 T. anatolicum Turkey
LC684482 AY-2040800-001 T. matsutake Finland

LC684474 AY-2150919-001 T. matsutake Japan
LC684480 AY-1981000-002 T. matsutake Bhutan

LC684487 AY-2080307-001 T. magnivelare Canada
LC685348 AY-1981000-004 T. mesoamericanum Mexico 
LC685347 AY-1981000-005 T. anatolicum Morocco

LC684465 AY-2200915-001 T. matsutake Ukraine
LC684475 AY-2080100-001 T. murrillianum Canada

LC684464 AY-2071018-001 T. murrillianum Canada
LC684466 AY-2110606 T. fulvocastaneum Laos

LC684467 AY-2071001-002 T. bakamatsutake Japan
LC684476 AY-2050912-001 T. bakamatsutake Japan
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Supplementary Fig. S4 – ML phylogenetic tree of the mt rDNA SSU region of Tricholoma matsutake 
and closely related species in the section Caligata. Bootstrap (BS) values > 60% from ML trees (left) 
and Bayesian posterior probabilities (PP) > 0.60 (right) are shown near the nodes. Thick nodes 
indicate significant support by both the BS (> 85%) and PP (> 1.0) values. Taxon names in bold 
indicate the specimens examined in this study. 


