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Figure S1. Predicted secondary cloverleaf structures for tRNAs of Inonotus 

hispidus. 

(A) Isoleucine, (B) Glutamine, (C) Methionine, (D) Tryptophan, (E) Cysteine, (F) 

Tyrosine, (G, U) Leucine, (H) Lysine, (I) Aspartic, (J) Glycine, (K) Alanine, (L) 

Arginine, (M) Asparagine, (N, T) Serine, (O) Glutamic, (P) Phenylalanine, (Q) 

Histidine, (R) Threonine, (S) Proline, (V) Valine. The image was predicted by 

tRNAscan-SE 2.0.9(Chan and Lowe 2019) (http://lowelab.ucsc.edu/tRNAscan-SE), 

drawing with VARNA (http://varna.lri.fr/). 

http://lowelab.ucsc.edu/tRNAscan-SE
http://varna.lri.fr/
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Figure S2. Predicted secondary cloverleaf structures for tRNAs of Porodaedalea 

chrysoloma. 
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Figure S3. Predicted secondary cloverleaf structures for tRNAs of Phellinus 

ferrugineofuscus. 
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Figure S4. Predicted secondary cloverleaf structures for tRNAs of Phellinus gilvus. 
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Figure S5. Predicted secondary cloverleaf structures for tRNAs of Porodaedalea 

niemelaei.  
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Figure S6. Predicted secondary cloverleaf structures for tRNAs of Phellinus 

viticola. 
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Figure S7. Mitochondrial relative composition of all Sanghuang-related fungi and 

circular maps of the other 10 Sanghuang-related fungi. 

 

These Sanghuang-related fungi includes Inonotus obliquus, Coniferiporia sulphurascens, Phellinus 

lamaoensis, Fomitiporis mediterranea, Fomitopsis palustris, Porodaedalea mongolica, 

Pyrrhoderma noxium, Porodaedalea pini, Sanghuangporus sanghuang and Sanghuangporus 

vaninii. 

 

 



8 

 

 

 

 

Figure S8. Heterogeneous sequence differentiation of mitochondrial genome based 

on the four data sets. 

 

The average similarity score between the sequences is represented by a colored block, based on an 

AliGROOVE(Kück et al. 2014) score from -1 to +1. 

 

 

 

 

 



9 

 

 

Figure S9. Base substitution saturation analysis based on the four datasets, 

conducted by DAMBE(Xia and Xie 2001). 
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