
G. shanxiense

G. casuarinicola MG279173/NR_158432 (5): China

G. applanatum MG706213 (96): Asia, Europe, N. America
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Ganoderma sp. KP780431: Sri Lanka

G. enigmaticum KU870313: India

G. neojaponicum AY335163

Ganoderma sp. KR154957: India

Ganoderma sp. KR154951: India
G. carnosum KR733545: Sri Lanka

Ganoderma sp. KT188604: India

Ganoderma sp. KR155019: India

Ganoderma sp. KR155071: India

Ganoderma sp. KR154917: India

Ganoderma sp. KM229629: India

Ganoderma sp. KC590320: India

Ganoderma sp. KM229617: India

Ganoderma sp. KM229616: India

Ganoderma sp. KM229620: India

Ganoderma sp. KM229625: India
Ganoderma sp. KM229618: Sri Lanka

Ganoderma sp. KU886297: China 

Ganoderma sp. KM229619: India

Ganoderma sp. KT188601: India 

Ganoderma sp. KR818818: Sri Lanka

Ganoderma sp. KT188602: India 

G. applanatum MK351672 (2): Estonia, Kyrgyzstan

G. applanatum MH027634 (2): Estonia, Russia

G. applanatum KJ857259 (2): Estonia

G. applanatum MF143511 (2): Estonia

G. applanatum MG279157 (2): Estonia

Ganoderma sp. MH023509

Ganoderma sp. KY111250: India

Ganoderma sp. KY009866: India

Ganoderma sp. JN105713: Cameroon
Ganoderma sp. JN105714: Cameroon

Ganoderma sp. JN105715: Cameroon
Ganoderma sp. JN105716: Cameroon

Ganoderma sp. JN105717: Cameroon

G. applanatum

Ganoderma sp. B1

G. neojaponicum

G. enigmaticum –
G. thailandicum

G. casuarinicola

G. aridicola

Ganoderma sp. C2

Ganoderma sp. C1

Ganoderma sp. B2

G. neojaponicum AY593867: Taiwan

Ganoderma sp. MG279151: China

Ganoderma sp. KF605667: USA
Ganoderma sp. KF605666: USA

Ganoderma sp. KF605668: USA

G. neojaponicum AY593866: Taiwan

G. neojaponicum KT318596 (3): China

G. applanatum FJ655454 (2): India

G. applanatum MF143514 (2)

G. applanatum MF143510 (2)

G. applanatum KJ668542: S. Korea

G. neojaponicum KT318598

G. aridicola KU572491/NR_152914: S. Africa

G. enigmaticum KR183855/NR_132918: S. Africa
G. enigmaticum KR014265 (2): Ghana

Ganoderma sp. JN105708 (2): Cameroon
Ganoderma sp. JN105709 : Cameroon

Ganoderma sp. JN105711: Cameroon
Ganoderma sp. JN105712: Cameroon

Ganoderma sp. JN105707 : Cameroon

G. enigmaticum KU572486: Africa

G. enigmaticum KU572487: Africa

Ganoderma sp. KT186191 (2): India

Ganoderma sp. KF998090 (4): India

Ganoderma sp. KY111251 (4): India

Ganoderma sp. KM229615 (5): India

Ganoderma sp. KT186194: India

G. applanatum AB811850: Nepal
G. multipileum AB811849 (2): Nepal

Ganoderma sp. KM229626 (2): India

G. shanxiense MK764268: China
G. shanxiense MK764269: China

G. adspersum FJ655448 (2): India

G. neojaponicum MK345443: Laos

G. neojaponicum MK345444: Myammar

G. enigmaticum MH571697: Africa

G. thailandicum MK848681 (2): Thailand

G. applanatum MK415242 (25): Estonia, Slovakia

uncultured Ganoderma FJ626936 (2): Antarctica, USA

uncultured Ganoderma EU554863 (2): USA

uncultured soil fungus UDB0309683 (2): Estonia

uncultured soil fungus UDB050390 (2): Estonia

uncultured soil fungus UDB0324687 (2): Estonia
uncultured soil fungus UDB063943 (2): Estonia
G. applanatum MK415243 (3): Slovakia

uncultured soil fungus JQ666457 (2): China

uncultured Ganoderma KU712536: India

uncultured fungus KY978282: India

uncultured fungus KY978295: India

uncultured fungus UDB0767618: Ivory Coast

Ganoderma sp. MK681870

Ganoderma sp. AM773630

G. enigmaticum MK453308

Ganoderma sp. MN871859

G. enigmaticum MT364486

G. enigmaticum MT364487

G. enigmaticum MT229201: India

G. casuarinicola MT126492
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Host type

Angiosperm, eudicot
Angiosperm, monocot
Gymnosperm

Commercial strain

Supplementary Figure S2d. Phylogenetic reconstruction of the genus Ganoderma inferred from ML analysis based on ITS
sequence data (pDS2 & pDS3; Table 2) for Clades B & C. ML bootstrap values (BS) ≥ 65% and Bayesian posterior probabilities
(BPP) ≥ 0.95 are shown. Sequences names on the left appear as initially labelled, and are followed by the respective
GenBank/ENA/DDBJ or UNITE accession no., while the total number of identical entries corresponding to a particular
sequence is placed in parentheses, followed by the type of host plant (legend for the colored shapes is found at the lower left
side of tree) and geographic origin of the respective material (the latter appears in different font color depending on the
continent of provenance; see also Tables 1 and S2). Species names on the right correspond to those inferred in this study
evaluated in conjunction with literature data. Sequences included in the respective Figure (Fig. 6) of the manuscript appear in
bold typeface, while underlined sequences are those originating from type material. Scale bar: 0.01 nucleotide substitutions
per site.


