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Fig. S1 Alignment of the ITS sequences.



Combined dataset Consensus [ B T BER 1 11T H R T
Identity 1L ][ — Al
Taxomyces andreanae CBS 279.92 ——— I — T {HCHI
Ceriporiopsis gi.’vescens Chen3340 O HI T T ([EETHIT
Ceriporiopsis kunmingensis CLZhao 152 s

Ceriporiopsis kunminpq%%sﬁg Eg:LZhao 153 EeCIT .
- | 0l | N

Daedalea quercina F .| i

Fomitopsis pinicola AFTOL-770 (N T X | N
Lilaceophlebia livida FBCC937 OO T .

Lilaceophlebia sp. FP-135046-Sp I CH I T I T T HMIT
Mycoacia aurea RLG-5075-5p M AT T T
Mycoacia fuscoatra GC 1705-1 I T - TTTHI
Mycoacia nothofagi GC 1805-5 [ o L Il N HEH—— i

—
Mycoacia subfascicularis Wu 1004-11 NOE—T——HIT
Phlebia lividina HHB-4160-Sp T T H——— I
Stereophlebia tuberculata Chen 3242  mON-{ W]

Stereophlebia tuberculata Wu 1708-107 mDONE_HIT HE—sIENIN T TN

Fig. S2: Alignment of combined multilocus dataset.

Sequences of phylogenetic markers retrieved from the genome sequence

>T. andreanae-ITS (ALYI01000630.1)

GGCACCTTGTTGCTGAGAACTTGATCAAACTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCGTAGGTGAACCTGCGGAAGGATCATTAACGAAATAACAAGGA
GTTGTTGCATGCCAAAATGGTGTCGCACGCTCTGTCCATTTCAAACCCCTGTGCACCTATTGTAGGCATGGTCGTAGGGCTGACTTCGGTCGGTTCGAAAGCC

> T. andreanae-28S

TTAAACAGTACGTGAAATTGCTGAAAGGGAAACGCTTGAAGTCAGTCGCGTCGTCCAGAACTCAACCTGGCTTTTGCTTGGTGCACTTTCTGAACGACGGGCCAACATCAGTT
TTGACTGTCGGAAAAAGTCCTTAGGAATGTGGCACCTCCGGGTGTGTTATAGCCTTTGGTCGTATACGATGGTTGGGACTGAGGACCGCAGCACGCCTTATGGCCGGGGTTC
GCCCACGTACGTGCTTAGGATGTTGGCGTAATGGCTTTAAGCGACCCGTCTTGAAACACGGACCAAGGAGTCTAACATGCCTGCGAGTGTTTGGGTGGAAAACCCGAGCGCG
CAATGAAAGTGAAAATTGGGATCCCTGTCGTGGGGAGCACCGATGCCCATACCAGACCTTCTGTGACGGATATGCGGTTGAGCATGTATGTTGGGACCCGAAAGATGGTGAA
CTATGCCTGAATAGGGTGAAGCCAGAGGAAACTCTGGTGGAGGCTCGTAGCGATTCTGACGTGCAAATCGATCGTCAAATTTGGGTATAGGGGCGAAAGACTAATCGACCAT
CTAGTAGCTGGTTCCTGCCGA

> T. andreanae-rpbl



AGGCTTCATCGTGAAAGTGAAGAAGATACTGGAATGTATATGCGTAAATTGTGGGAGACTGAAAGCCGACATCGTGAGTCGCGTCTCCCTTTCCTCTACTCGTTTTGCACCCCA
CCACCCAACTTTCTGGGGGCTCTCTCCGAACCCATGGAGAACCCCAAGCCCGCTCCGCGTTCGTTCTCGACAATCGAGGCGTTCTTCCACCCGTGACGTGGATCCCGCGCGTTT
TCGGTCGCTTGATCGCCGCGGGGTCCATTGCATAACGTCCGGTGTTGGTTGGACACGCGGTTGCGTGGTGAAATGGGGGGCTGAGCGAGGAGTGCGGGAAAATGCATCCAC
GGCATGGTCAAGCCATGCCGGGATATGTGGCCAAACTGCCCTCGCTGTGTCGCAGCTTGAGCGGCATGTTTTCGGCCTGCACTTAATACTCGATATCGTTATGCCCCCTGTTGT
TGCTCCGTTCCTTCCTGTGTCGTTGGTCGTGGAAGCAGTTTGCTGGAGTCCAGTCGCACATGCTGACGTTCTACCTTTTATGTTCGCCCCTACTCGCCGTATTCAACGCACGTGT
GAATTCGCATCGTAAGTCGGACCCTGCCTTTGCGGATAAAATTAGGCACGTTCGCGATCCGAAAGCTCGGATGCAAGTCGTGTGGAATTTCTGCAAGAGCAAAATGATTTGCG
AACCCGACGAGCCCAAGGACGAAAACGACAACGACGCTGAGGAGCCAAAGAAGGGCCACGGGGGCTGCGGCGCAGCACAGCCACAGATCAGGAAGGAGGGTCTGAAGCT
CTTCGTCCAGTACAAGCGGTCGAAGGATGAGGATGAGGTAGGTTTTGCCGCATATACGCTCACTGCACCGATCTTATAGCGCATGACAGGAGGTGAAGACGCTCCAGCCCGA
CAAGCGGCTCTTCCCACCTCACGAAGTGTACACGGCGCTGAAGAAGATCCCTGACTCCGATCTTCACTTACTCGGCCTCTCCGACGAGTACGCGCGCCCAGAATGGATGATTCT
CACTGTTCTGCCCGTTCCACCTCCGCCCGTGCGTCCAAGTATAGCGGTGGACGGCGGTACCATGAGAAGTGAGGATGATTTGACGTATAAGCTGGGAGATATCATCAAGGCG
TCTGCGAACGTCCGCAGATGCGAGCAAGAAGGCGCGCCGTCGCACGTCATCACCGAATTCGAGCAGCTGCTACAGGTGGGATTACGGTGACGGTTC

> T. andreanae-rpb2

GTTGACGAAGGATGTTTACCGTTACCTGCAGAAGGTGTGTATCAAAGTGAGATTCTTCACATTTGCAGACTCATTGTTATTTGCGTAGTGTGTGGAGACGCACAAGGAGTTCA
ACCTCTCACTGGCCGTGAAGCACAATACCATCACGAACGGTCTGAAGTACTCGCTCGCCACAGGAAACTGGGGTGACCAGAAGAAGATGATGTCCGCGAAGGCCGGTGTCTC
TCAAGTGCTGAACAGGTACACATACGCTTCTACCCTGTCGCATCTGCGTCGGTGTAATACACCGTTGGGTCGCGAGGGCAAGATCGCGAAGCCCCGTCAATTGCACAACACGC
ATTGGGGGATGGTGTGCCCCGCCGAGACGCCAGAAGGACAGGCTTGTGGTCTCGTCAAGAACTTGTCGCTCATGTCGTGTATCTCCGTCGGTTCGCTCTCTGCGCCCGTCATT
GAGTTCCTGGAGGAGTGGGGGCTGGAGTCGCTCGAGGAGAACGCACACTCGTCGACACCATGCACAAAGGTGTTCGTCAACGGCGTGTGGATGGGCGTGCACCGCGACCCC
GCGAACTTGGTCAAGACGATCAAGAAGCTGCGGCGCAAGGACGACATCTCGCCCGAGGTGTCCGTCGTGCGCGACATCCGCGAGCGCGAACTGCGTCTGTACACGGACGCC
GGGCGCGTATGCCGGCCGCTCTTCATCGTCGAGAACCAGCAGCTC

> T. andreanae-tefl

TCATCGCCGCCGGCACTGGTGAGTTCGAGGCCGGTATCTCCAAGGACGGTCAGACTCGCGAGCACGCTCTGCTTGCCTTCACCCTCGGTGTCAGGCAGCTCATCGTCGCCATC
AACAAGATGGACACCACCAAGGTAAGGGCCTCTTTGTCGTGTTCCGTCGATCAGTCGCTGACGATCTCTGCAGTGGAGCGAGGACCGCTTCAACGAAATCGTTAAGGAGACG
TCCACCTTCATCAAGAAGGTCGGTTACAACCCCAAGTCCGTCGCGTTCGTGCCCATCTCGGGCTGGCACGGCGACAACATGTTGGAGGAGTCTGCCAAGTGAGTATATGCGCT
TTATTCCGCGATTTTCTCGTCCTGATCCTCCATTCTTAGCATGACCTGGTACAAGGGTTGGACCAGGGAGACCAAGGCGGGTGTTGTTAAGGGCAAGACGCTGCTCGATGCCA
TCGATGCCATCGAGCCGCCAGCGCGTCCCTCCGACAAGCCCCTCCGTCTCCCCCTCCAGGATGTCTACAAGATTGGCGGTATCGGCACGGTGCCCGTCGGTCGTGTTGAGACT
GGTATCATCAAGGCCGGCATGGTCGTCACCTTCGCCCCCGTCGGTGTGACCACTGAAGTCAAGTCCGTCGAGATGCATCACGAGCAGCTCGAGCAGGGTCTCCCCGGTGACA
ACGTCGGCTTCAACGTCAAGTGAGTGCCTCTTCGTCTTTCGCTGCGTCGTATACCAATCGTATTTTCAGGAACGTGTCCGTTAAGGATATCCGCCGTGGCAACGTCGCTTCCGA
CTCGAAGAACGACCCCGCCAAGGAGGCCGCGTCCTTCAACGCTCAGGTCATTATCCTGAACCACCCTGGTCAGATCGGTGCCGGCTACGCCCCCGTCCTCGATTGCCACACTG



CCCACATTGCCTGCAAGTTCGCCGAGCTCATCGAGAAGATCGATCGTCGTACCGGCAAGTCGATCGAGGCGGCGCCCAAGTTCGTCAAGTCTGGTGATGCATGCATTGCCAA
GCTCGTCCCCAGCAAGCCCATGTGTGTCGAGGAGT



Table S1. Sequences used in the multilocus phylogenetic tree

Fungal species Sample no. Accession no. Origin References
ITS 28S rpbl rpb2 tefl
Ceriporiopsis gilvescens Chen 3340 MZ636936 MZ637099 MZ748446 0K136039 MZ913651 Taiwan Chen et al. (2021)
Ceriporiopsis kunmingensis ~ CLZhao 152 KX081072 KX081074 - - - China: Yunnan Zhao and Wu (2017)
CLZhao 153

Ceriporiopsis kunmingensis (holotype) KX081073 KX081075 -— - - China: Yunnan Zhao and Wu (2017)

Justo et al. (2017); Chen et al.
Mycoacia aurea RLG-5075-Sp KY948759 MZ637161 KY948918 - MZ913720 USA: New York (2021)
Stereophlebia tuberculata Chen 3242 MZ637088 MZ637285 - - - Taiwan Chen et al. (2021)
Stereophlebia tuberculata Wu 1708-107 MZ637089 MZ637286 MZ748450 OK136042 MZ913660 China: Liaoning Chen et al. (2021)

USA: North Justo et al. (2017); Chen et al.

Phlebia lividina HHB-4160-Sp KY948755 KY948849 KY948916 O0OK136041 MZ913659 Carolina (2021)
Lilaceophlebia livida FBCC937 LN611122 LN611122 - - - Finland Kuuskeri et al. (2015)

Justo et al. (2017); Chen et al.
Lilaceophlebia sp. FP-135046-Sp KY948758 KY948850 KY948917 0K136040 MZ913658 USA: Montana (2021)
Mycoacia subfascicularis Wu 1004-11 MZ637008 - MZ748448 0K136044 MZ913653 Taiwan Chen et al. (2021)
Mycoacia fuscoatra GC 1705-1 MZ637004 MZ637165 MZ748447 0K136043 MZ913652 Taiwan Chen et al. (2021)
Mycoacia nothofagi GC 1805-5 MZ637005 MZ637166 MZ748449 — - Taiwan Chen et al. (2021)
Fomitopsis pinicola AFTOL-770 AY854083 AY684164 AY864874 AY786056 AY885152 Unknown Lutzoni et al. (2004)
Daedalea quercina FP-56429 KY948809 KY948883 KY948989 - - USA: Pennsylvania Justo et al. (2017)
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