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Abstract 

Nothophoma as a phoma-related genus comprises plant pathogens, endophytes and saprobes with several hosts. In this study, 
three fresh strains were isolated from Spiraea salicifolia in Beijing, China. Both morphological observation and multi-locus 
phylogenetic analyses (ITS, LSU, rpb2 and tub2) suggest the position of the new species in Nothophoma, which forms a 
monophyletic lineage with strong support. Nothophoma spiraeae sp. nov. is characterized by having dense and fluffy colony, 
producing abundant pycnidia with aseptate conidia, and differs from its relatives in sequence data and by host association. 

Keywords: Didymellaceae; phylogeny; new species; Nothophoma; taxonomy

Introduction

Nothophoma was established by Chen et al. (2015) with five Phoma species clustered in a monophyletic clade in 
Didymellaceae. Most phoma-related genera include important plant pathogens, some of which are of quarantine 
concern (Aveskamp et al. 2010; Chen et al. 2015). Nothophoma includes 10 species, i.e. N. anigozanthi, N. arachidis-
hypogaeae, N. gossypiicola, N. infossa, N. macrospora, N. multilocularis, N. pruni, N. quercina, N. raii and N. variabilis 
(Chen et al. 2015; Crous et al. 2016, 2017; Abdel-Wahab et al. 2017; Valenzuela-Lopez et al. 2018; Chethana et al. 
2019). This genus is characterized by globose to elongated pycnidia, producing ovoid, oblong to ellipsoidal, hyaline 
but incidentally brown, aseptate conidia (Chen et al. 2015). Most species of Nothophoma have some overlapping 
morphological characteristics. Therefore, the reliable identification should be based on DNA sequence data contacted 
with morphology and ecology (Quaedvlieg et al. 2013; Verkley et al. 2014).
	 The host genus Spiraea belongs to the Rosaceae family, which is widely used in landscape greening as an ornamental 
shrub with pretty leaves and blossoms (Lu 1996). Furthermore, during the collecting trips of phytopathogens in China, 
some S. salicifolia trees were observed to suffer from dieback and stem canker caused by fungal pathogens (Zhu 
et al. 2018). In the current study, three Nothophoma specimens were collected from Spiraea salicifolia in Beijing, 
China. Morphology and phylogenetic analyses using combination of ITS, LSU, rpb2 and tub2 sequences indicated 
a new species in Nothophoma. Nothophoma spiraeae sp. nov. is introduced here with descriptions, illustrations and 
comparison with other species in the genus.

Materials and methods

Specimens collection and isolation
Fresh specimens of Nothophoma were collected from Spiraea salicifolia during collecting trips in Beijing, China. The 
mucoid spore mass from the conidia were suspended in a drop of sterile water. The spore suspension of each sample 
was then placed on the surface of 1.8 % potato dextrose agar (PDA) culture medium and cultured in a culture dish at  
25 °C. After 24 h, the single germinated conidia were transferred to fresh PDA culture plate. Samples and isolates 
of the new species were deposited in the Museum of Beijing Forestry University (BJFC) and living cultures were 
deposited in the China Forestry Culture Collection Center (CFCC) as in Fan et al. (2020).
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Morphology observation
Specimens were observed to record the structure and size of pycnidia and the size and shape of vesicles and spores. 
The spore masses were diluted and the suspension droplets were placed on the slide of the microscope. The macro-
morphological characteristics were recorded by Leica stereomicroscope (M205FA), and the micro-morphological 
results were measured by differential interference contrast (DIC) Nikon compound microscope (Eclipse 80i). More 
than 20 pycnidia were sliced vertically and horizontally, and 50 conidia were randomly selected for length and width 
measurement. Cultural characteristics of isolates on PDA incubated in the dark at 25 °C were recorded, which included 
colony color (Rayner 1970) and pycnidial structure, at 3, 7 and 30-days. Adobe Bridge CS v. 6 and Adobe Photoshop 
CS v. 5 were used for the manual editing. Nomenclatural novelties and descriptions were deposited in MycoBank 
(Crous et al. 2004).

DNA extraction, PCR amplification, and sequencing
Genomic DNA was extracted from fungal mycelia scraped from PDA cellophane by modified CTAB method (Doyle & 
Doyle 1990). The ITS region was amplified with the primers ITS1 and ITS4 (White et al. 1990); the LSU region was 
amplified using the primers LR0R and LR7 (Vilgalys & Hester 1990); the rpb2 region with RPB2-5F and fRPB2-7cR 
(Liu et al. 1999) and the partial tub2 region with Bt-2a and Bt-2b (Glass & Donaldson 1995). The amplified products 
of PCR were conveniently identified by 2 % agarose gel electrophoresis. The PCR products were sequenced in two 
directions using the PCR primers and the BigDye Terminator v. 3.1 Cycle Sequencing Kit (Applied Biosystems, Foster 
City, CA, USA). Sequences were joined and their quality was checked by using Seqman v.7.1.0 in the DNASTAR 
lasergene core suite software (DNASTAR Inc.; Madison, WI).

DNA sequence analysis
The analysis using the combined dataset (ITS, LSU, rpb2 and tub2) was performed to compare Nothophoma species 
from the current study with other strains in GenBank. Sequences were aligned using MAFFT v.6 (Katoh & Standley 
2013) and edited manually using MEGA v.6.0 (Tamura et al. 2013). Some characters were excluded from both ends of 
the alignments so that the size of the sequence is unified to those contained in the dataset.
	 MP analysis was carried out using PAUP v.4.0b10 with a heuristic search option of 1,000 random-addition 
sequences with a tree bisection and reconnection (TBR) as the branch swapping algorithm (Swofford 2003). Zero 
length branches were collapsed, nevertheless, all equally parsimonious trees were saved. The stability of clade was 
evaluated by 1,000 repeated bootstrap analyses (Hillis & Bull 1993). Other measures calculated parsimony scores were 
consistency index (CI), rescaled consistency (RC), tree length (TL) and retention index (RI). ML analysis was carried 
out by RAxML v.7.2.8 with a GTR+G+I model of site substitution, which includes estimation of gamma-distributed 
rate heterogeneity and a proportion of invariant sites (Stamatakis 2006). Branch supports from MP and ML analyses 
were evaluated by 1,000 repeated bootstrapping methods (Hillis & Bull 1993). 
	 Bayesian analysis (BI) employing a Markov Chain Monte Carlo (MCMC) algorithm was performed using in 
MrBayes v.3.1.2 with the inverse gamma rates (GTR+I+G) nucleotide substitution model, selected based on the AIC 
criterion, using MrModeltest v.2.3 (Posada & Crandall 1998; Ronquist & Huelsenbeck 2003). Two MCMC chains 
were run from random trees for 1,000,000 generations, and trees were sampled by each 100th generation, resulting 
in 10,000 total trees. The first 25 % of trees were discarded as the burn-in phase of each analysis and the Bayesian 
posterior probabilities (BPP) were calculated to assess the remaining 7,500 trees (Rannala & Yang 1996). Phylograms 
were examined in Figtree v.1.3.1 (Rambaut & Drummond 2010). Novel sequences generated in the current study were 
deposited in GenBank (Table 1) and the aligned matrices used for phylogenetic analyses and the resulting trees in 
TreeBASE (www.treebase.org; accession number: S25432).

Results

The combined ITS, LSU, rpb2 and tub2 dataset from 16 ingroup strains representing 11 species of Nothophoma 
(sequences of three strains from this study and sequences of 13 strains available in GenBank). The alignment including 
gaps comprised 2,719 characters of which 2,447 characters were constant, 100 variable characters were parsimony-
uninformative, and 172 were parsimony informative. MP analyses generated 200 parsimonious trees, one of which is 
presented in Fig. 1 (CI = 0.705, RI = 0.719, RC = 0.507). The topologies of ML and BI analyses were similar to the MP 
tree. The isolates CFCC 53928, CFCC 53929 and CFCC 53930 represented a monophyletic clade with high support 
values (MP/ML/BI = 97/100/0.99) in genus Nothophoma. 
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FIGURE 1. Phylogram of Nothophoma based on combined ITS, LSU, rpb2 and tub2 genes. MP and ML bootstrap support values above 
50% are shown at the first and second position. Thickened branches represent posterior probabilities above 0.95 from BI. Ex-type, ex-
epitype and ex-neotype strains are in bold. Strains in current study are in blue.

Taxonomy

Nothophoma spiraeae L.X. Zhang & X.L. Fan sp. nov. (Fig. 2)
Mycobank MB 833556
	
Holotype:—China, Beijing City, Huairou District, Labagoumen Primeval Forest, from branches of Spiraea salicifolia, 
June 2018, X.L. Fan, deposited by X.L. Fan, holotype BJFC CF20186815, ex-type living culture CFCC 53928.
	 Etymology:—Named after the host genus on which it was collected, Spiraea salicifolia. 
	 Descriptions:—Asexual morph: Pycnidia solitary or aggregated, globose to subglobose, glabrous, olivaceous 
buff, superficial on or semi-immersed in agar, (65–)70–130 μm diam; pycnidia with age becoming black, broadly 
globose to irregular, with some white hyphal outgrows and a clear elongated neck around ostioles, (145–)155–280(–
300) × (120–)140–230(–250) μm. Ostioles 1–4(–6) μm, on a distinctly elongated neck (up to 170 μm). Pycnidial 
wall pseudoparenchymatous, 3–6-layered, 16–41 μm thick, composed of isodiametric cells, outer wall 2–3-layered, 
pigmented. Conidiogenous cells phialidic, hyaline, smooth, ampulliform to doliiform, 5–9 × 4.5–7.5 μm. Conidia 
hyaline but incidentally olivaceous buff, ovoid, oblong to ellipsoidal, smooth, thin-walled, aseptate, 5–6.5(–7) × (3–
)3.5–4 μm (av. = 5.7 ± 0.6 × 3.6 ± 0.3 μm, n = 50), sometimes with several very small guttules. Sexual morph: not 
observed. 
	 Culture characteristics:—on PDA, cultures were hazel, flat, with a thick texture in the middle and thin texture 
surrounding at 3 days, and darkened gradually after 7–10 days. Colony were dense and fluffy, with abundant pycnidia, 
irregular distribution on the surface of the medium, producing creamy white conidial matrix drop.
	 Material examined:—China, Beijing City, Huairou District, Labagoumen Primeval Forest, from branches of 
Spiraea salicifolia, June 2018, X.L. Fan, deposited by X.L. Fan, BJFC CF20186816, living culture CFCC 53929; ibid. 
BJFC CF20186817, living culture CFCC 53930. 
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	 Notes:—Nothophoma spiraeae is associated with canker disease of Spiraea salicifolia, representing the first 
Nothophoma species isolated from this host. The phylogenetic inferences resolved this species as an individual clade 
(MP/ML/BI = 97/100/0.99) in phylogram, which was closed to Nothophoma quercina (Fig. 1). Morphologically, 
conidia of them are similar (5–6.5 × 3.5–4 vs. 5.5–7.5 × 3–4.5 μm). However, the pycnidia of N. spiraeae are longer 
than N. quercina, especially in width (155–280 × 140–230 vs. 95–200 × 65–130 μm). Conidia of N. spiraeae are 
olivaceous, while conidia of N. quercina are brown (Aveskamp et al. 2010) (Fig. 2). Considering the clearly distinction 
between these two species based on sequence data and the host affiliation, Nothophoma spiraeae is thus described as 
a new species.

FIGURE 2. Morphology of Nothophoma spiraeae (BJFC CF20186815). A: Colonies on PDA after 3 d and 14 d. B, C: Pycnidia. D, E: 
Conidiophores and conidiogenous cells. F: Conidia. Scale bars: B–D = 500 μm; E, F = 10 μm.

Key to species of Nothophoma

1. 	C onidia below 10 μm in length...........................................................................................................................................................2
1. 	C onidia over 10 μm in length..............................................................................................................................................................5
2. 	 Pycnidia below 250 μm in length........................................................................................................................................................3
2. 	 Pycnidia over 250 μm in length...........................................................................................................................................................4
3. 	 Parasitic on Arachis hypogaea; pycnidia globose to bottle-shaped, 80–200 µm; conidia 3.2–5.2 × 1.8–2.4 µm................................	

........................................................................................................................................................................ N. arachidis-hypogaeae
3. 	 Parasitic on Fraxinus pennsylvanica; pycnidia subglobose to elongated 190–250 × 140–180 µm; conidia 4.5–6 × 2.5–3.5 µm.......	

...............................................................................................................................................................................................N. infossa 
3. 	 Parasitic on Microsphaera alphitoides; pycnidia globose to subglobose, 95–200 × 65–130 μm; conidia 5.5–7.5 × 3–4.5 μm...........	

............................................................................................................................................................................................N. quercina
4. 	 Parasitic on Anigozanthus spp.; pycnidia olivaceous buff and turn black with age, 155–280 × 140–230 µm; conidia 3.5–5 × 1.5–2.5 

µm.................................................................................................................................................................................. N. anigozanthi
4. 	 Parasitic on Prunus avium; pycnidia black, 220–430 μm; Conidia 4.8–8.5 × 2.7–3.9 µm..................................................... N. pruni 
4. 	I solated from human respiratory tract; pycnidia brown, 150–350 × 130–270 μm; conidia 4–7 × 3–3.5 μm.......................................	

...........................................................................................................................................................................................N. variabilis
4. 	 Parasitic on Spiraea salicifolia; pycnidia olivaceous buff, 155–280 × 140–230 μm; conidia 5–6.5 × 3.5–4 μm................................	

............................................................................................................................................................................................ N. spiraeae
5. 	 Parasitic on Gossypium spp.; pycnidia honey turn to olivaceous black with age, 100–250 µm; conidia10–12.5 × 2.5–3.5 µm.........	

......................................................................................................................................................................................N. gossypiicola 
5. 	 Isolated from clinical human; pycnidia dark-brown, 100–300 µm; conidia 10–15 × 2.5–3 µm..........................................................	

.......................................................................................................................................................................................N. macrospora 
5. 	 Endophyte of Rhazya stricta; pycnidia black, 175–1500 µm; conidia 9–20 × 3–4 μm........................................................................	

....................................................................................................................................................................................N. multilocularis 
5. 	I solated from soil; pycnidia olivaceous, 195–315 × 195–410 µm; conidia 11–14.5 × 1.5–2.5 μm........................................... N. raii
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Discussion

The phoma-related species are widespread and species-rich, with species occurring on a various range of substrates, 
from air to soil, plants to animals, and even humans (Aveskamp et al. 2010). However, as most other anamorph genera, 
Phoma has largely been regarded as a form genus, instead of a phylogenetic entity (Aveskamp et al. 2010). Several 
phoma-related taxa have been re-evaluated according to phylogenetic and morphological data (Chen et al. 2015). 
Nothophoma was introduced as a new genus based on phylogenetic differences (ITS, LSU, rpb2 and tub2) (Chen et 
al. 2015).
	 Nothophoma species were previously identified by host association. Nothophoma infossa is often associated 
with ash trees (Fraxinus sp.), Nothophoma gossypiicola is reported only on cotton plants (Aveskamp et al. 2010), 
Nothophoma raii comes from soil and Nothophoma macrospora is found from respiratory secretion of a patient with 
pneumonia (Crous et al. 2016). Nevertheless, not all fungal-host associations are clearly defined in Didymellaceae. 
The strains used in previous studies were mainly from Europe and the USA, and the number of cultures per species was 
still limited (Chen et al. 2015). In this study, Nothophoma spiraeae sp. nov. is described from Spiraea salicifolia. The 
morphological comparison (Table 2) and the phylogram of Nothophoma (Fig. 1) indicated N. spiraeae is a separate 
species with highly supported values (MP/ML/BI = 97/100/0.99).
	 In future studies, more extensive fresh materials should be collected to help clarify confused species concepts of 
phoma-like fungi, and the taxonomy requires collections from wide geographical ranges. 

Acknowledgements 

This work was supported by the Fundamental Research Funds for the Central Universities (2019ZY23) and the National 
Undergraduate Training Programs for Innovation and Entrepreneurship (G201910022006). All authors want to thank 
the Experimental Teaching Centre (College of Forestry, Beijing Forestry University) for providing installed scientific 
equipments during the whole process.

References

Abdel-Wahab, F.A., Bahkai, A.H.A., El-Gorban, A.M. & Hodhod, M.S. (2017) Natural products of Nothophoma multilocularis sp. nov. an 
endophyte of the medicinal plant Rhazya stricta. Mycosphere 8: 1185–1200.

	 https://doi.org/10.5943/mycosphere/8/8/15
Aveskamp, M.M., de Gruyter, J., Woudenberg, J.H.C., Verkley, G.J.M. & Crous, P.W. (2010) Highlights of the Didymellaceae: a polyphasic 

approach to characterise Phoma and related pleosporalean genera. Studies in Mycology 65: 1–60.
	 https://doi.org/10.3114/sim.2010.65.01
Chen, Q., Jiang, J.R., Zhang, G.Z., Cai, L. & Crous, P.W. (2015) Resolving the Phoma enigma. Studies in Mycology 82: 137–217.
	 https://doi.org/10.1016/j.simyco.2015.10.003
Chethana, K.W.T., Jayawardene, R.S., Zhang, W., Zhou, Y.Y. & Liu, M. (2019) Molecular characterization and pathogenicity of fungal 

taxa associated with cherry leaf spot disease. Mycosphere 10: 490–530.
	 https://doi.org/10.5943/mycosphere/10/1/8
Crous, P.W., Gams, W., Stalpers, J.A., Robert, V. & Stegehuis, G. (2004) MycoBank: an online initiative to launch mycology into the 21st 

century. Studies in Mycology 50: 19–22.
Crous, P.W., Wingfield, M.J., Richardson, D.M., Le Roux, J.J., Strasberg, D., Edwards, J., Roets, F., Hubka, V., Taylor, P.W.J., Heykoop, 

M., Martin, M.P., Moreno, G., Sutton, D.A., Wiederhold, N.P., Barnes, C.W., Carlavilla, J.R., Gene, J., Giraldo, A., Guarnaccia, V., 
Guarro, J., Hernandez-Restrepo, M., Kolarik, M., Manjon, J.L., Pascoe, I.G., Popov, E.S., Sandoval-Denis, M., Woudenberg, J.H.C., 
Acharya, K., Alexandrova, A.V., Alvarado, P., Barbosa, R.N., Baseia, I.G., Blanchette, R.A., Boekhout, T., Burgess, T.I., Cano-Lira, 
J.F., Cmokova, A., Dimitrov, R.A., Dyakov, M.Y., Duenas, M., Dutta, A.K., Esteve-Raventos, F., Fedosova, A.G., Fournier, J., 
Gamboa, P., Gouliamova, D.E., Grebenc, T., Groenewald, M., Hanse, B., Hardy, G.E.S.J., Held, B.W., Jurjevic, Z., Kaewgrajang, T., 
Latha, K.P.D., Lombard, L., Luangsa-ard, J.J., Lyskova, P., Mallatova, N., Manimohan, P., Miller, A.N., Mirabolfathy, M., Morozova, 
O.V., Obodai, M., Oliveira, N.T., Ordonez, M.E., Otto, E.C., Paloi, S., Peterson, S.W., Phosri, C., Roux, J., Salazar, W.A., Sanchez, 
A., Sarria, G.A., Shin, H.D., Silva, B.D.B., Silva, G.A., Smith, M.T., Souza-Motta, C.M., Stchigel, A.M., Stoilova-Disheva, M.M., 
Sulzbacher, M.A., Telleria, M.T., Toapanta, C., Traba, J.M., Valenzuela-Lopez, N., Watling, R. & Groenewald, J.Z. (2016) Fungal 



identification of Nothophoma spiraeae Phytotaxa 430 (3) © 2020 Magnolia Press   •   155

Planet description sheets: 400–468. Persoonia 36: 316–458.
	 https://doi.org/10.3767/003158516X692185
Crous, P.W., Wingfield, M.J., Burgess,T.I., Carnegie,A.J., Hardy, G.E.S.J., Smith, D., Summerell, B.A., Cano-Lira, J.F., Guarro, J., 

Houbraken, J., Lombard, L., Martin, M.P., Sandoval-Denis, M., Alexandrova, A.V., Barnes, C.W., Baseia, I.G., Bezerra, J.D.P., 
Guarnaccia, V., May, T.W., Hernandez-Restrepo, M., Stchigel, A.M., Miller, A.N., Ordonez, M.E., Abreu, V.P., Accioly, T., Agnello, 
C., Agustin Colman, A., Albuquerque, C.C., Alfredo, D.S., Alvarado, P., Araujo-Magalhaes, G.R., Arauzo, S., Atkinson, T., Barili, 
A., Barreto, R.W., Bezerra, J.L., Cabral, T.S., Camello Rodriguez, F., Cruz, R.H.S.F., Daniels, P.P., da Silva, B.D.B., de Almeida, 
D.A.C., de Carvalho Junior, A.A., Decock, C.A., Delgat, L., Denman, S., Dimitrov, R.A., Edwards, J., Fedosova, A.G., Ferreira, 
R.J., Firmino, A.L., Flores, J.A., Garcia, D., Gene, J., Giraldo, A., Gois, J.S., Gomes, A.A.M., Goncalves, C.M., Gouliamova, D.E., 
Groenewald, M., Gueorguiev, B.V., Guevara-Suarez, M., Gusmao, L.F.P., Hosaka, K., Hubka, V., Huhndorf, S.M., Jadan, M., Jurjevic, 
Z., Kraak, B., Kucera, V., Kumar, T.K.A., Kusan, I., Lacerda, S.R., Lamlertthon, S., Lisboa, W.S., Loizides, M., Luangsa-Ard, J.J., 
Lyskova, P., Mac Cormack, W.P., Macedo, D.M., Machado, A.R., Malysheva, E.F., Marinho, P., Matocec, N., Meijer, M., Mesic, A., 
Mongkolsamrit, S., Moreira, K.A., Morozova, O.V., Nair, K.U., Nakamura, N., Noisripoom, W., Olariaga, I., Oliveira,R.J.V., Paiva, 
L.M., Pawar, P., Pereira, O.L., Peterson, S.W., Prieto, M., Rodriguez-Andrade, E., Rojo De Blas, C., Roy, M., Santos, E.S., Sharma, 
R., Silva, G.A., Souza-Motta, C.M., Takeuchi-Kaneko, Y., Tanaka, C., Thakur, A., Smith, M.T., Tkalcec, Z., Valenzuela-Lopez, N., 
van der Kleij, P., Verbeken, A., Viana, M.G., Wang, X.W. & Groenewald, J.Z. (2017) Fungal Planet description sheets: 625–715. 
Persoonia 39: 270–467.

	 https://doi.org/10.3767/persoonia.2017.39.11
Doyle, J.J. & Doyle, J.L. (1990) Isolation of plant DNA from fresh tissue. Focus 12: 13–15.
Fan, X.L., Bezerra, J.D.P., Tian, C.M. & Crous, P.W. (2020) Cytospora (Diaporthales) in China. Persoonia 45: 1–45. 
	 https://doi.org/10.3767/persoonia.2020.45.01
Glass, N.L. & Donaldson, G.C. (1995) Development of primer sets designed for use with the PCR to amplify conserved genes from 

filamentous ascomycetes. Applied and Environmental Microbiology 61: 1323–1330.
	 https://doi.org/10.1128/AEM.61.4.1323-1330.1995
Hillis, D.M. & Bull, J.J. (1993) An empirical test of bootstrapping as a method for assessing confidence in phylogenetic analysis. Systematic 

biology 42: 182–192.
	 https://doi.org/10.1093/sysbio/42.2.182
Katoh, K. & Standley, D.M. (2013) MAFFT multiple sequence alignment software version 7: improvements in performance and usability. 

Molecular biology and evolution 30: 772–780.
	 https://doi.org/10.1093/molbev/mst010
Liu, Y.L., Whelen, S. & Hall, B.D. (1999) Phylogenetic relationships among ascomycetes: evidence from an RNA polymerase II subunit. 

Molecular biology and evolution 16: 1799–1808.
	 https://doi.org/10.1093/oxfordjournals.molbev.a026092
Lu, L.D. (1996) The evolution and distribution of subfam. Spiraeoideae (Rosaceae) of China, with special reference to distribution of the 

subfamily in the world. Acta phytotaxonomica sinica 34: 361–375.
Posada, D. & Crandall, K.A. (1998) Modeltest: Testing the model of DNA substitution. Bioinformatics 14: 817–818. 
	 https://doi.org/10.1093/bioinformatics/14.9.817
Quaedvlieg, W., Verkley, G.J.M., Shin, H.D. & Barreto, R.W. (2013) Sizing up Septoria. Studies in Mycology 75: 307–390.
	 https://doi.org/10.3114/sim0017
Rambaut, A. & Drummond, A. (2010) FigTree v.1.3.1. Institute of evolutionary biology, University of Edinburgh, Edinburgh, UK.
	 https://doi.org/10.1079/9780851998268.0000
Rannala, B. & Yang, Z. (1996) Probability distribution of molecular evolutionary trees: a new method of phylogenetic inference. Journal 

of molecular evolution 43: 304–311. 
	 https://doi.org/10.1007/BF02338839
Rayner, R.W. (1970) A mycological colour chart. Commonwealth Mycological Institute, Kew, UK. 
Ronquist, F. & Huelsenbeck, J.P. (2003) MrBayes 3: Bayesian phylogenetic inference under mixed models. Bioinformatics 19: 1572–

1574.
	 https://doi.org/10.1093/bioinformatics/btg180
Stamatakis, A. (2006) RAxML-VI-HPC: maximum likelihood-based phylogenetic analyses with thousands of taxa and mixed models. 

Bioinformatics 22: 2688–2690.
	 https://doi.org/10.1093/bioinformatics/btl446
Swofford, D.L. (2003) PAUP*: Phylogenetic analysis using parsimony, * and other Methods, version 4.0b10, Sunderland, UK. 
Tamura, K., Stecher, G., Peterson, D., Filipski, A. & Kumar, S. (2013) MEGA6: molecular evolutionary genetics analysis version 6.0. 

Molecular biology and evolution 30: 2725–2729.



zhang et al.156   •   Phytotaxa 430 (3) © 2020 Magnolia Press

	 https://doi.org/10.1093/molbev/mst197
Valenzuela-Lopez, N., Cano-Lira, J.F., Guarro, J., Sutton, D.A., Wiederhold, N., Crous, P.W. & Stchigel, A.M. (2018) Coelomycetous 

Dothideomycetes with emphasis on the families Cucurbitariaceae and Didymellaceae. Studies in Mycology 90: 1–69.
	 https://doi.org/10.1016/j.simyco.2017.11.003
Verkley, G.J.M., Renfurm, R., Göker, M. & Stielow, J.B. (2014) Novel genera and species of coniothyrium-like fungi in Montagnulaceae 

(Ascomycota). Persoonia 32: 25–51.
	 https://doi.org/10.3767/003158514X679191
Vilgalys, R. & Hester, M. (1990) Rapid genetic identification and mapping of enzymatically amplified ribosomal DNA from several 

Cryptococcus species. Journal of bacteriology 172: 4238–4246. 
	 https://doi.org/10.1128/JB.172.8.4238-4246.1990
White, T.J., Bruns, T., Lee, S. & Taylor, J. (1990) Amplification and direct sequencing of fungal ribosomal RNA genes for phylogenetics. 

PCR protocols: a guide to methods and applications 18: 315–322.
	 https://doi.org/10.1016/B978-0-12-372180-8.50042-1
Zhu, H.Y., Tian, C.M. & Fan, X.L. (2018) Multigene phylogeny and morphology reveal Cytospora spiraeae. Phytotaxa 338: 49–62.
	 https://doi.org/10.11646/phytotaxa.338.1.4


