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Abstract 

China and Thailand possess a rich fungal biodiversity. In this study, we introduce four novel 

genera-Aquaguizhoumyces (Neohendersoniaceae), Biseriospora (Dactylosporaceae), 

Pseudocatenuliconidia (Vamsapriyaceae), Xenobactrodesmium (Savoryellaceae)-alongside 47 new 

species and three new habitat or distributional records. All newly described taxa are 

comprehensively documented through morphological characterization and relationships analyzed 

based on multigene phylogenetic analyses. The new species include: Acrogenospora hydei, A. 

MYCOSPHERE 16(2):344-415(2025) www.mycosphere.org ISSN 2077 7019 

https://doi.org/10.5943/mycosphere/16/2/3 

ARTICLE 

mailto:juanj0826@163.com
mailto:ningguol@git.edu.cn
mailto:xgtian2013@git.edu.cn
mailto:yy0215987@gmail.com
mailto:zjingyi127@gmail.com
mailto:yanmajian@163.com
mailto:emmaypx@gmail.com
mailto:yzlu@git.edu.cn
mailto:yarusun7023@outlook.com
mailto:yuxiandong@std.uestc.edu.cn
mailto:xypp331@163.com
mailto:yuyongxiu0617@163.com
mailto:liujiankui@uestc.edu.cn
mailto:hongweifungi@outlook.com
mailto:luozonglongfungi@163.com
mailto:meiyanhan04@gmail.com
mailto:baodanfengfungi@qq.com
mailto:sinang333@gmail.com
mailto:sunjz@im.ac.cn


345 

 

keviniana, Acrohelicosporium hydei, Aquaguizhoumyces hydei, Berkleasmium hydei, Biseriospora 

hydei, Brachiosphaera hydei, Conioscypha davidii, C. hydei, C. keviniana, Cylindromonium hydei, 

Cyphellophora hydeae, Distoseptispora davidii, D. keviniana, D. polyblasta, D. 

pseudoaquisubtropica, D. solitaria, D. vaginae, D. velvetica, Fusichalara hydei, Helicoma 

kevinianum, Longiappendispora keviniana, Melomastia hydeae, Menisporopsis hydei, 

Neogaeumannomyces hydei, N. kevinifiliformis, Neohelicomyces davidii, Ne. kevinianus, 

Neohelicosporium hydei, Neo. kevinianus, Neomassaria davidii, Neom. hydeae, Neom. keviniana, 

Paramonodictys hydei, Pararoussoella hydei, Pleopunctum hydei, Pseudocatenuliconidia hydei, 

Pseudodactylaria hydei, Pseudorobillarda hydeana, Setophoma hydei, Sporoschisma hydei, 

Trichoderma guangxiensis, T. mashanense, T. zhongshanense, Tubeufia hydei, Vikalpa hydei, and 

Xenobactrodesmium hydei. Furthermore, we report two new habitat records for Rhodoveronaea 

hyalina and Hermatomyces xizangensis, as well as a new geographical and habitat record for 

Polyplosphaeria appendiculata. All taxa are supported by morphological and multigene 

phylogenetic analyses. This contribution is dedicated to Kevin D. Hyde in celebration of his 70th 

birthday, in recognition of his outstanding contributions to the field of mycology. 

 

Keywords ï 51 new taxa ï Dothideomycetes ï freshwater fungi ï phylogeny, Sordariomycetes ï 

taxonomy 
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INTRODUCTION  

Fungi play pivotal roles in ecosystems as decomposers, symbionts, and pathogens of both 

plants and animals (Blackwell 2011, De Silva et al. 2016, Hongsanan et al. 2020a, b, Hyde et al. 

2020b, Senanayake et al. 2023, Liu et al. 2024b). They are ubiquitously distributed across diverse 

environments, including soil, water, living organisms, and organic remains, exhibiting an 

extraordinary degree of species diversity (Barron 1968, Jayawardena et al. 2020, Yang et al. 2023, 

Ren et al. 2024a, Shen et al. 2024b, Wanasinghe et al. 2025). Among these, saprobic fungi 

represent the largest functional group, primarily obtaining nutrients through the decomposition of 

organic materials such as dead plant and animal matter and feces (Richardson 2001, Hyde et al. 

2023, Liu et al. 2024b, Ma et al. 2024b, Sun et al. 2025). Consequently, saprobic fungi play a 

critical role in global carbon cycling and sequestration (Lebreton et al. 2021). Furthermore, they 

serve as important sources of nutrients and bioactive compounds, with applications in food, 

nutraceuticals, cosmetics, medicine, pharmaceuticals, and various industrial processes (Ġnajdr et al. 

2011, Mortimer et al. 2012, Hyde et al. 2019b, Niego et al. 2021, Badalyan et al. 2022). 

China and Thailand are among the countries with the highest recorded fungal diversity 

worldwide (Wang et al. 2021, Wang & Cai 2023). In 2020 alone, 2,905 new fungal species and 

infraspecific taxa were published globally. China led with the discovery of 663 new species, 

accounting for 23% of the global total, followed by Thailand with 10% (Wang et al. 2021). 

According to the international fungal database Species Fungorum 

(https://speciesfungorum.org/names/names.asp, accessed on 16 April 2025), over 160,000 fungal 

species have been described globally. Of these, more than 27,000 fungal species have been 

recorded in China (National Microbiology Data Center, 

https://nmdc.cn/resource/db/chinadirectoriesitem, accessed on 16 April 2025).  

To commemorate the 70th birthday of Prof. Dr. Kevin D. Hyde and to honor his outstanding 

contributions to mycology, this study introduces four new genera, 47 new species, and three new 

records of geographical or habitat distribution. Detailed morphological descriptions, photo-plates, 

cultural characteristics, and multigene phylogenetic analyses are provided to document these fungi. 

 

MATERIALS AND METHODS  

 

Collection, examination and isolation 

Decaying wood or leaves samples were collected from freshwater and terrestrial habitats in 

China and Thailand, following the method described by Senanayake et al. (2020). The samples 

were brought to the laboratory and incubated under moist conditions at room temperature for 3ï5 

days. After incubation, the samples were examined under a dissecting microscope, and the 

microscopic features of the fungi were studied and photographed. Measurements of the fungal 

fruiting bodies were taken using Tarosoft (R) Image Frame Work software (Liu et al. 2010). Photo-

plates with selected images were prepared using Adobe Photoshop CC 2019 (Adobe Systems, 

USA). Pure cultures were obtained from single spore isolations on water agar (WA) or potato 

dextrose agar (PDA). Dried specimens were deposited in the herbarium of the Kunming Institute of 

Botany, Academia Sinica (HKAS), Kunming, China, the herbarium of the University of Electronic 

Science and Technology (HUEST), Chengdu, China, the herbarium of Guizhou Medical University 

(GMB), Guiyang, China, and the herbarium of the Guizhou Academy of Agriculture Sciences 

(GZAAS), Guiyang, China. Pure cultures were deposited in the China General Microbiological 

Culture Collection Center (CGMCC), Beijing, China, the University of Electronic Science and 

Technology Culture Collection (UESTCC), Chengdu, China, the Guizhou Medical University 

Culture Collection (GMBCC), Guiyang, China, and the Guizhou Culture Collection (GZCC), 

Guiyang, China. Facesoffungi (FoF) numbers were obtained as described by Jayasiri et al. (2015), 

and the names of new taxa were registered in Fungal Names (2025) or Index Fungorum (2025). 
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DNA extraction, PCR amplification and sequencing 

Fungal colonies grown on PDA medium for 1ï2 months at 25°C in an incubator or at room 

temperature were used for DNA extraction. Fresh mycelia were scraped and genomic DNA was 

extracted using a commercial kit (Sangon Biotech, Shanghai, P.R. China). Six primer pairs were 

selected in this study (not for every analysis): The primer pairs ITS5/ITS4 (White et al. 1990) for 

the internal transcribed spacer (ITS) region, LR0R/LR5 (Vilgalys & Hester 1990) for the large 

subunit ribosomal DNA (28S, LSU), NS1/NS4 (White et al. 1990) for the small subunit ribosomal 

DNA (18S, SSU), EF1-983F/EF1-2218R (Rehner & Buckley 2005) for the translation elongation 

factor 1-alpha (tef1-Ŭ) gene, Bt2a/Bt2b (Glass & Donaldson 1995) for the ɓ-tubulin (tub2) gene, 

and fRPB2-5F/fRPB2-7cR (Liu et al. 1999) for the second largest subunit of RNA polymerase II 

(rpb2) gene were used for PCR amplification. Polymerase chain reactions (PCR) were performed 

following protocols described by Liu et al. (2019 a, b). PCR products were purified and sequenced 

by Sangon Biotech (Shanghai, P.R. China). 

 

Phylogenetic analyses 

Phylogenetic analyses were performed separately for new taxa to analyze their phylogenetic 

relationships. Sequence alignments were generated using the online MAFFT version 7 platform 

(https://mafft.cbrc.jp/alignment/server/index.html) with default settings. Ambiguous or 

uninformative regions were trimmed using Trimal v1.2 (Capella-Gutierrez et al. 2009) with the 

ñgappyoutò option. Multiple gene alignments were concatenated using SequenceMatrix 1.7.8 

(Vaidya et al. 2011), and the combined datasets were checked and converted into various formats 

using AliView (Larsson 2014). Newly generated sequences were submitted to GenBank. 

Maximum likelihood (ML) analyses were conducted using the IQ-TREE web server 

(Trifinopoulos et al. 2016) with 1,000 ultrafast bootstrap (BS) replicates, and the substitution model 

option was selected automatically. Bootstrap support values (ML-BS) equal or greater than 75% are 

indicated above or below each branch, respectively.  

Bayesian inference (BI) analyses were performed using MrBayes v3.2.6 under the Markov 

chain Monte Carlo (MCMC) algorithm (Ronquist et al. 2012). The best-fit substitution model for 

each gene was determined using MrModeltest v2.3 (Nylander 2008) under the Akaike Information 

Criterion (AIC). Two parallel MCMC runs of four chains each were executed for 1,000,000 

generations or until the average standard deviation of split frequencies dropped below 0.01 (stopval 

= 0.01). Trees were sampled every 1,000 generations, and the first 25% were discarded as burn-in. 

The remaining trees were used to calculate posterior probabilities (PP). PP values equal or greater 

than 0.95 are shown above or below the corresponding branches.  

Phylogenetic trees were visualized and edited using FigTree v1.4.4 

(https://tree.bio.ed.ac.uk/software/figtree), and the exports were edited using Adobe Illustrator CS6 

software (Adobe Systems, USA). 

 

TAXONOMY  

In this paper, we adopt the classification scheme proposed by Hyde et al. (2024). The phylum 

Ascomycota and its subordinate taxonomic ranks are listed in alphabetical order. 

 

Phylum Ascomycota Caval.-Sm. 

Subphylum Pezizomycotina O.E. Erikss. & Winka 

Class Dothideomycetes O.E. Erikss. & Winka 

Subclass Pleosporomycetidae C.L. Schoch, Spatafora, Crous & Shoemaker 

Dyfrolomycetales K.L. Pang, K.D. Hyde & E.B.G. Jones 

Pleurotremataceae Walt. Watson 

Melomastia Nitschke ex Sacc., Conspectus generum pyrenomycetum italicorum systemate 

carpologico dispositorum: 14 (1875) 

Melomastia has a global distribution, and the majority of Melomastia species are saprobes 
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found in diverse habitats, such as terrestrial, freshwater, marine, and mangrove ecosystems (Li et al. 

2022b, Kularathnage et al. 2023, Du et al. 2024). The sexual morph of Melomastia is characterized 

by globose to subglobose, coriaceous to carbonaceous, ostiolate ascomata, bitunicate, 8-spored, 

cylindrical asci, and fusiform to oblong, ovoid, or cylindrical, hyaline, septate ascospores with or 

without gelatinous sheath (Du et al. 2024, Ren et al. 2024a), while the asexual morph of 

Melomastia remains undetermined. Many Melomastia species, including the type species M. 

mastoidea, lack molecular data.  

 

Melomastia hydeae Y.X. Yu & Jian K. Liu, sp. nov.            Fig. 1 

Fungal Names number: FN 573022; Facesoffungi number: FoF 17825 

Etymology ï The specific epithet ñhydeaeò is in honor of Kevin D. Hyde for his great 

contributions to mycology and in celebration of his 70th birthday. 

Holotype ï HKAS 149986 

Saprobic on dead branches of wood. Sexual morph: Ascomata 389ï633 × 415ï556 µm (  = 

562 × 484 µm, n = 10), visible as numerous, black, cone-shaped structures on host surface, solitary, 

gregarious, semi-immersed, globose to compressed globose, carbonaceous, dark brown to black, 

rough-walled, ostiolate. Ostioles 124ï268 × 137ï189 µm (  = 170 × 161 µm, n = 15), neck crest-

like, central, carbonaceous, dark brown to black, papillate, periphyses filling the ostiolar canal. 

Peridium 19ï32 µm wide, two-layered, outer thick, carbonaceous and inner composed of 5ï6 

layers of hyaline cells of textura angularis to textura prismatica. Hamathecium 1.6ï2.9 µm (  = 2 

µm, n = 15), composed of numerous, dense, filiform, unbranched, septate, cellular 

pseudoparaphyses. Asci 106ï168 × 7ï10 µm (  = 145 × 8.9 µm, n = 30), 8-spored, bitunicate, 

cylindrical or subclavate, apically round, with a small ocular chamber. Ascospores 17ï22 × 6ï8 µm 

(  = 20 × 7 µm, n = 30), uniseriate, partial overlapping, ellipsoid with broad fusiform ends, 2(-3)-

septate, constricted at the septa, hyaline glistening, with guttules in each cell, smooth-walled with 

mucilaginous sheaths. Asexual morph: Undetermined. 

Culture characteristics ï Ascospores germinating on PDA within 24 h. Colonies growing well 

on PDA and reaching about 20 mm diam. after 2 weeks at 25 °C, circular, medium dense, flat to 

raised, margin entire, white from above, pale yellow to yellow from below.  

Material examined ï China, Sichuan Province, Mianyang City, Qiqu Mountain scenic spot, 

31Á40ô23''N, 105Á11ô1''E, 560 m elevation, on dead wood in terrestrial habitat, 08 October 2023, 

Y.X. Yu, MY05A (HKAS 149986, holotype), ex-type culture CGMCC 3.29112 = UESTCC 

25.0251; ibid., MY05B (HUEST 25.0065, isotype), ex-isotype UESTCC 25.0252. 

Notes ï Phylogenetic analysis results showed that Melomastia hydeae clustered with  

M. italica, M. rhizophorae and M. thailandica, but represented a distinct clade with high support 

(98% ML, 1.00 BYPP) (Fig. 2). NCBI BLASTn searches of our collection, M. guttata showed 

90.85% similarity to M. septata (MFLUCC 22-0112) in the ITS sequence, 98.70% similarity to M. 

italica (MFLUCC 15-0160) in the LSU sequence, and 99.18% similarity to M. rhizophorae (JK 

5349A) in the SSU sequence. Melomastia hydeae share similar ascus and ascospore morphology 

with M. italica, M. rhizophorae and M. thailandica. However, Melomastia hydeae has larger 

(19.6×7 vs. 10.1ï4 µm) and 2(-3)-septate ascospore when compared to M. italica. In addition, the 

ascospore ends of the Melomastia hydeae are usually pale pointed, which differs from M. italica as 

the latterôs ascospore has round to acute ends (Norphanphoun et al. 2017). Additionally, 

Melomastia hydeae is easily differentiated from M. rhizophorae and M. thailandica by having the 

ellipsoid with broad fusiform ends, 2(-3)-septate, and smooth-walled ascospore (Hyde et al. 2016, 

Dayarathne et al. 2020). Therefore, Melomastia hydeae is introduced as a new species based on 

morphological characters and phylogenetic evidence. 

 

Jahnulales K.L. Pang, Abdel-Wahab, El-Shar., E.B.G. Jones & Sivichai 

Aliquandostipitaceae Inderb. 

Brachiosphaera Nawawi, Transactions of the British Mycological Society 67 (2): 213 (1976) 
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Figure 1 ï Melomastia hydeae (HKAS 149986, holotype) a Habitat of the host surface.  

b, c Ascomata immersed in the host surface. d, e Vertical section through ascoma. f Vertical section 

of the peridium. g Hamathecium. hïl Asci(l) in Lugolôs iodine. m ocular chamber in Lugolôs iodine. 

(n) pedicel in Lugolôs iodine. oïv Ascospores ((v) in Lugolôs iodine). w Ascospore stained in Indian 

ink showing the mucilaginous sheath. x Germinating ascospore. y, z Colony on PDA above and 

below. Scale bars: d, e = 100 µm, jïl =20 µm, fïi, mïn, oïx = 10 µm. 
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Figure 2 ï ML tree based on the combined LSU, SSU and tef1-Ŭ sequences, representing the genus 

Melomastia and Dyfrolomyces. Bootstrap support values for ML equal to or greater than 75% are 

placed above the branches and PP values equal to or greater than 0.90 are indicated in bold 

branches. The tree is rooted with Anisomeridium phaeospermum (MPN539) and Anisomeridium 

ubianum (MPN94). Ex-type strains are indicated in bold. The new taxon is indicated in red.  

 

Brachiosphaera was introduced by Descals et al. (1976) based on the type species Br. 

tropicalis, along with a new combination Br. jamaicensis (= Actinospora jamaicensis). 

Brachiosphaera belongs to Aliquandostipitaceae (Jahnulales, Dothideomycetes). Brachiosphaera 

is characterized by hyaline, simple or branched conidiophores, monoblastic conidiogenous cells, 

and hyaline, globose to subglobose conidial body with radiating arms (Descals et al. 1976, Seifert 
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et al. 2011). To date, three species, viz., Br. jamaicensis (type species), Br. radiaticonidiosa, Br. 

tropicalis, are accepted in Brachiosphaera and all of them have been reported from freshwater 

habitats (Calabon et al. 2022, Xu et al. 2025). 

 

Brachiosphaera hydei X.J. Xiao, N.G. Liu & Y.Z. Lu, sp. nov.          Fig. 3 

Fungal Names number: FN 572851; Facesoffungi number: FoF 17809 

Etymology ï The specific epithet ñhydeiò is in honor of Kevin D. Hyde for his great 

contributions to mycology and in celebration of his 70th birthday. 

Holotype ï GZAAS 25-0534 

Saprobic on submerged rotting wood from a freshwater stream. Sexual morph: Undetermined. 

Asexual morph: Hyphomycetous. Colonies on natural substrate effuse, grey, shiny. Mycelium 

immersed in the substratum, composed of branched, septate, hyaline to brown hyphae. 

Conidiophores 219ï328 × 10ï18 µm (  = 273 × 13 µm, n = 20), erect, flexuous, subcylindrical or 

sometimes moniliform, mostly simple, septate, subhyaline to brown, paler towards the apex, thick-

walled. Conidiogenous cells 13ï23 × 9ï17 µm (  = 18.5 × 14 µm, n = 20), monoblastic, integrated, 

terminal, cylindrical to variously shaped, subhyaline to pale brown, smooth. Conidia 37ï56 µm  

(  = 45 µm, n = 20) diam., globose to subglobose, filled with numerous small globose globules, 

hyaline, furnished with 4ï8 radiating arms, hyaline, 0ï4 septate, smooth, 21ï69 × 5ï10 µm (  = 40 

× 8 µm, n = 30). 

Culture characteristics ï Conidia germinating on PDA within 12 h and germ tubes producing 

from conidial arms. Colonies reaching up to 32 mm diam. after 35 days of cultivation at 28 , 

circular, medium dense, rough on the surface, with entire margin, greyish brown at center, dark 

brown at outer ring from above, sometimes with white mycelia grown on the surface; pale brown to 

dark brown; dark brown at center, yellowish brown at outer ring from below. 

Material examined ï China, Guizhou Province, Zunyi City, Tian E Bao Forest Park, N 

28Á31ǋ59ǌ, E 106Á1ǋ59ǌ, elevation 941 m, on decaying wood from a freshwater stream, 28 July 

2022, X.J. Xiao, TEB1 (GZAAS 25-0534, holotype), ex-type culture GZCC 25-0519. 

Notes ï Our collection differs from Br. jamaicensis by having smaller (37ï56 µm vs. 55ï66 

µm) conidial body. Besides, our collection has less (4ï8 vs. 10ï14) conidial arms than those of Br. 

jamaicensis (Descals et al. 1976). In our phylogenetic tree (Fig. 13), our strain GZCC 25-0519 

formed a sister clade to Br. radiaticonidiosa (KUNCC 24-17943) with 84% ML and 1 PP support. 

Although, Br. hydei and Br. radiaticonidiosa share similar morphology (Xu et al. 2025), ITS 

comparison shows there are 2.7% bp differences (14 out of 505 bp, without gaps). Therefore, we 

identify our collection as a distinct species based on recommendations outlined by Jeewon & Hyde 

(2016). Presently, five Br. tropicalis strains (SS2523, SS2724, SS2944, SS2522, E192-1) have been 

deposited in GenBank. In our phylogenetic analysis (Fig. 4), strain SS2523, SS2724 and SS2944 

grouped together, and strain SS2522 and E192-1 formed a distinct, clade respectively. We infer 

these strains may represent three different species. Fresh collections are needed to resolve this issue. 

 

Minutisphaerales Raja, Oberlies, Shearer & A.N. Mill. 

Acrogenosporaceae Jayasiri & K.D. Hyde 

Acrogenospora M.B. Ellis, Dematiaceous Hyphomycetes: 114 (1971) 

Acrogenospora was introduced by Ellis (1971) with A. sphaerocephala as the type species. 

Sexual morph of Acrogenospora was linked to Farlowiella, which has pedicellate didymospores 

(Boehm et al. 2009). Asexual morph is characterized by macronematous, mononematous, erect 

conidiophores, blastic, terminal or intercalary, percurrent conidiogenous cells, and globose to 

obovoid, brown, aseptate conidia (Ellis 1971, Goh et al. 1998, Bao et al. 2020, Li et al. 2024). 

Acrogenospora is frequently reported from freshwater habitats (Goh et al. 1998, Bao et al. 2020, Li 

et al. 2024), but some species also occur on terrestrial habitats (Goh et al. 1998, Hyde et al. 2023). 

Acrogenospora presently comprises 27 species (Species Fungorum 2025). 
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Figure 3 ï Brachiosphaera hydei (GZAAS 25-0534, holotype). a Colonies on dead wood surface. 

bïg Conidiophores, conidiogenous cells and conidia. h Germinated conidium. i, j Colony on PDA  

(i from above, j from below). Scale bars: b, c = 100 µm, dïh = 50 µm. 
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Figure 4 ï ML tree based on the combined LSU and ITS sequences, representing the family 

Aliquandostipitaceae. Bootstrap support values for ML greater than 75% and PP greater than 0.95 

are given near nodes as ML-BS/PP. The tree is rooted with Manglicola guatemalensis (BCC20156 

and BCC20157). The new taxon is indicated in bold and red. 

 

Acrogenospora hydei X.J. Xiao, N.G. Liu & Y.Z. Lu, sp. nov.          Fig. 5 

Fungal Names number: FN 572843; Facesoffungi number: FoF 17802 

Etymology ï The specific epithet ñhydeiò is in honor of Kevin D. Hyde for his great 

contributions to mycology and in celebration of his 70th birthday. 

Holotype ï HKAS 132134 

Saprobic on submerged rotting wood in a freshwater stream. Sexual morph: Undetermined. 

Asexual morph: Colonies on natural substrate effuse, dark brown, scattered, sparse. Mycelium 

immersed, composed of septate, branched, dark brown, smooth hyphae. Conidiophores 137ï356 × 

8ï15 µm (  = 252 × 11.5 µm, n = 20), macronematous, mononematous, solitary, erect, long, 

straight or slightly flexuous, cylindrical, dark brown at base, paler towards apex, unbranched, 

septate, thick-walled. Conidiogenous cells monoblastic, integrated, terminal, brown, percurrent 

proliferating. Conidia 22ï44 × 23ï32 µm (  = 30 × 27 µm, n = 25), acrogenous, solitary, 

subglobose, ellipsoidal to pyriform, dark brown when mature, aseptate, verrucose. 

Culture characteristics ï Conidia germinating on PDA within 24 h and germ tubes produced 

from the basal end. Colonies reaching up to 25 mm diam. after 55 days, circular, surface rough, 

edge entire, medium dense, umbonate, initially pale brown, becoming brown at the outer margin, 

yellowish brown to dark brown with black center at the inner cycle, the outer margin and inner 

cycle delimited by a dark brown ring. 

Material examined ï China, Guizhou Province, Qiannan Prefecture, Weng'an County, 

Zhujiashan National Forest Park, N 26Á58ǋ8ǌ, E 107Á37ǋ5ǌ, elevation 958 m, on decaying wood 
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from a freshwater stream, 27 August 2023, X.J. Xiao, G2 (HKAS 132134, holotype), ex-type 

culture GZCC 24-0022. 

Notes ï In our phylogenetic tree (Fig. 7), our strains GZCC 24-0022 and GZCC 24-0108 

grouped together and is sister to two strains of Acrogenospora carmichaeliana (FMR11021 and 

CBS 164.76) and three strains of A. alticampestriicola (KUNCC 10428, KUNCC 24-18055 and 

KUNCC 24-18056). Acrogenospora hydei differs from A. carmichaeliana by having larger conidia 

(22ï44 × 23ï32 µm vs. 19ï32 × 13ï23.5 µm) (Goh et al. 1998). Besides, ITS comparison shows 

there are 5.1% (28 out of 551, including 4 gaps) differences with A. carmichaeliana (FMR11021). 

Acrogenospora hydei differs from A. alticampestriicola by having much shorter conidiophores 

(137ï356 µm vs. 318ï589 µm) and ellipsoidal to pyriform, larger conidia (22ï44 × 23ï32 µm vs. 

21ï30 × 20ï30 µm) (Xu et al. 2025). ITS comparison shows there are 4.6% (25 out of 544 bp, 

including 4 gaps) differences with the ex-type (KUNCC 10428) of A. alticampestriicola. Therefore, 

we introduce a new species, Acrogenospora hydei to accommodate our collection. 

 

Acrogenospora keviniana X.J. Xiao, N.G. Liu & Y.Z. Lu, sp. nov.          Fig. 6 

Fungal Names number: FN 572844; Facesoffungi number: FoF 17860 

Etymology ï The specific epithet ñkevinianaò is in honor of Kevin D. Hyde for his great 

contributions to mycology and in celebration of his 70th birthday. 

Holotype ï HKAS 136241 

Saprobic on submerged rotting wood from a freshwater stream. Sexual morph: Undetermined. 

Asexual morph: Colonies on natural substrate effuse, dark brown, hairy. Mycelium immersed, 

composed of septate, branched, dark brown, smooth hyphae. Conidiophores 404ï588 × 8ï15 µm (  

= 476 × 11.6 µm, n = 20), macronematous, mononematous, solitary, erect, long, straight or slightly 

flexuous, cylindrical, dark brown at base, paler towards apex, unbranched, septate, thick-walled. 

Conidiogenous cells blastic, integrated, initially terminal, later becoming intercalary, percurrent 

proliferating brown. Conidia 22ï37 µm (  = 27.5 µm, n = 25) diam., acropleurogenous, solitary, 

globose, dark brown when mature, aseptate, smooth. 

Culture characteristics ï Conidia germinating on PDA within 24 h and germ tubes produced 

from the basal end. Colonies reaching up to 25 mm diam. after 55 days, circular, surface rough, 

edge entire, medium dense, umbonate, initially pale brown, becoming brown at the outer margin, 

yellowish brown to dark brown with black center at the inner cycle, the outer margin and inner 

cycle delimited by a dark brown ring. 

Material examined ï China, Guizhou Province, Qiannan Prefecture, Weng'an County, 

Zhujiashan National Forest Park, N 26£58ł8Ń, E 107£37ł5Ń, elevation 958 m, on decaying 

wood from a freshwater stream, 27 August 2023, X.J. Xiao, ZJ39 (HKAS 136241, holotype), ex-

type culture GZCC 24-0108. 

Notes ï Acrogenospora keviniana (GZCC 24-0108) formed a sister clade with A. hydei 

(GZCC 24-0022) in our phylogenetic tree (Fig. 7). Acrogenospora keviniana differs from A. hydei 

by having longer conidiophores (404ï588 µm vs. 137ï356 µm). Besides, Acrogenospora keviniana 

only possesses globose conidia, while A. hydei has subglobose, ellipsoidal to pyriform conidia. ITS 

shows there are 4.04% differences (22 out of 545 bp, without gaps) between the strain GZCC 24-

0022 and GZCC 24-0108. Therefore, we introduce the collection GZCC 24-0108 as a new species, 

namely Acrogenospora keviniana. 

 

Pleosporales Luttr. ex M.E. Barr 

Dictyosporiaceae Boonmee & K.D. Hyde 

Vikalpa M.J. Dôsouza, Boonmee, Bhat & K.D. Hyde, Fungal Diversity, 80: 479 (2016) 

Vikalpa was established by Boonmee et al. (2016) to accommodate a group of hyphomycetes 

with cheiroid conidia, with V. australiensis as the type species. The genus is characterized by 

superficial, punctiform or effuse, scattered, sporodochial conidiomata; micronematous, aseptate, 

hyaline to pale brown conidiophores; integrated, holoblastic, doliiform to cylindrical conidiogenous; 

and solitary, cheiroid, pale brown, euseptate or distoseptate conidia which consist of three rows of 
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cells that are in different planes, with or without appendages (Boonmee et al. 2016, Shen et al. 

2022). Members of Vikalpa occur as saprobes on decaying wood substrates in terrestrial and 

freshwater habitats and are distributed in Australia, China, India, New Zealand, and the Federated 

States of Micronesia (Sutton 1985, McKenzie 2008, Boonmee et al. 2016, Shen et al. 2022, Liu et 

al. 2024c). Currently, seven species are accepted in the genus, of which only four from Yunnan 

Province, China, viz., V. dujuanhuensis, V. grandispora, V. lignicola, and V. sphaerica, are reported 

in freshwater habitats, and the remaining three are reported in terrestrial habitats. 

 

 
 

Figure 5 ï Acrogenospora hydei (HKAS 132134, holotype). a, b Colonies on natural substrate.  

cïe Conidiophores and conidia. fïi Conidiogenous cells and conidia. jïl Conidia. m, n Colony on 

PDA (m from above, n from below). Scale bars: c, d = 100 µm, eïi = 50 µm, jïl = 20 µm. 
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Figure 6 ï Acrogenospora keviniana (HKAS 136241, holotype). a, b Colonies on natural substrate. 

c, d Conidiophores and conidia. eïh Conidiogenous cells. i Conidia. j, k Colony on PDA (j from 

above, k from below). Scale bars: c, d = 100 µm, eïi = 50 µm. 

 

Vikalpa hydei H.W. Shen & Z.L. Luo, sp. nov.            Fig. 8 

Fungal Names number: FN 573029; Facesoffungi number: FoF 17846 

Etymology ï The specific epithet ñhydeiò is in honor of Kevin D. Hyde for his great 

contributions to mycology and in celebration of his 70th birthday 

Holotype ï HKAS 145699 

Saprobic on submerged decaying wood in a freshwater River. Sexual morph: Undetermined. 

Asexual morph: Hyphomycetous. Colonies on natural substrate, punctiform, sporodochial, scattered, 

brown to dark brown. Mycelium composed of immersed or partly superficial, septate, branched, 

hyaline to pale brown hyphae. Conidiophores micronematous, mononematous, septate, cylindrical, 

unbranched, hyaline to pale brown, smooth-walled, sometimes reduced to conidiogenous cells. 

Conidiogenous cells 4ï5.5(ï6.5) × (3ï)3.5ï4 ɛm ( = 4.5 Ĭ 4 ɛm, n = 15) holoblastic, 

subcylindrical, subglobose, septate, hyaline to pale brown, smooth-walled. Conidia (44ï)46ï50(ï

52) × (13ï)14ï17(ï19) ɛm ( = 48 Ĭ 15 ɛm, SD = 1.9 × 1.3, n = 50), solitary, cheiroid, pale brown 
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to brown, consisting of three rows of cells in different planes, 12ï14 cells in each row, euseptate, 

irregular, constricted at the septa, guttulate, each row 6.5ï8 ɛm wide, with globose to subglobose, 

gelatinous appendages, 6ï10 ɛm diam. 

 

 
 

Figure 7 ï ML tree based on the combined LSU, ITS, SSU, rpb2, and tef1-Ŭ sequences, 

representing the genus Acrogenospora. Bootstrap support values for ML greater than 75% and PP 

greater than 0.95 are given near nodes as ML-BS/PP. The tree is rooted with Minutisphaera 

fimbriatispora (A242-8a) and Minutisphaera japonica (JCM 18560). The new taxa are indicated in 

bold and red.  

 

Culture characteristics ï Conidia germinating on PDA within 12 h and germ tubes produced 

at ends. Colony growth on PDA; reaching about 1.5ï2 cm in three weeks at room temperature. 

Mycelium papillary in the middle part, dense, creamy yellow, sparse, white at edge; brown to 

reddish-brown on the reverse side.  

Material examined ï China, Yunnan Province, Nujiang Prefecture, Fugong County, 
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27.260995°N, 98.881291°E (1300 m), on submerged decaying wood, 4 May 2023, Z.Q. Zhang, 

S4504 (HKAS 145699, holotype), ex-type culture DLUCC 4504. 

Notes ï Phylogenetic analysis showed that Vikalpa hydei clustered within Vikalpa clade with 

100% ML and 1.00 PP support (Fig. 9). Morphologically, V. hydi conforms to the generic concept 

of Vikalpa in having superficial, punctiform or effuse, scattered, sporodochial conidiomata; 

micronematous, aseptate, hyaline to pale brown conidiophores; integrated, holoblastic, doliiform to 

cylindrical conidiogenous; and solitary, cheiroid, pale brown, euseptate or distoseptate conidia 

which consist of three rows of cells that are in different planes, with or without appendages 

(Boonmee et al. 2016, Shen et al. 2022). However, V. hydei can be distinguished by other Vikalpa 

species by longer conidia than V. dujuanhuensis (38ï49 ɛm), V. grandispora (38ï49 ɛm), V. 

australiensis (36ï43 ɛm), V. freycinetiae (31ï43 ɛm), V. lignicola (25ï40.5 ɛm), V. micronesiaca 

(20ï30 ɛm) and V. sphaerica (26ï30 ɛm) (Sutton 1985, McKenzie 2008, Boonmee et al. 2016, 

Shen et al. 2022, Liu et al. 2024c). In addition, V. hydei differs from V. lignicola and  

V. micronesiaca in having appendages, while V. lignicola and V. micronesiaca lack appendages 

(Boonmee et al. 2016). In a BLASTn search of NCBI, the closest matches of the LSU sequence of 

V. hydei (HKAS 145699) with 99% (819/824 bp, without gap) similarity, was to V. sphaerica (strain 

CGMCC, 3.20682, OP526649); the closest matches with the SSU sequence with 99% (1013/1016 

bp, without gap) similarity, was to Aquadictyospora lignicola (voucher HUEST, 23.0213, 

PP925653); and the closest matches with the tef1-Ŭ sequences with 98% (915/937 bp, without gap) 

similarity, was to V. sphaerica (strain CGMCC 3.20682, OP542241). Therefore, based on 

morphological and sequence data, V. hydei is introduced as a new species from freshwater habitat. 

 

Hermatomycetaceae Locq. ex A. Hashim. & Kaz. Tanaka 

Hermatomyces Speg., Anal. Mus. nac. B. Aires, Ser. 3 13: 445 (1910) 

Hermatomyces was established by Spegazzini (1910) to accommodate H. tucumanensis. The 

genus is characterized by pulvinate, sporodochial conidiomata and dimorphic conidia (lenticular or 

cylindrical) arising from monoblastic, integrated, terminal, cylindrical conidiogenous cells. The 

lenticular conidia are globose to subglobose, ellipsoidal, muriform, with subhyaline to pale brown 

peripheral cells surrounding dark brown to black central cells; the cylindrical conidia are hyaline, 

cylindrical to subcylindrical or turbinate, consisting of 1ï4 columns of 2ï12 cells (Tibpromma et al. 

2016, Hashimoto et al. 2017, Koukol et al. 2018, Ren et al. 2021). Species of Hermatomyces are 

widely distributed and have been reported from both temperate and tropical regions, mainly from 

Thailand in Asia (Chang 1995, Tibpromma et al. 2016, Hashimoto et al. 2017, Koukol et al. 2018, 

Boonmee et al. 2021, Ren et al. 2021, Zhang et al. 2023). Thirty-five epithets of Hermatomyces are 

listed in the Index Fungorum database, but only 27 species are recognized. Hermatomyces species 

are primarily saprobes on dead plant debris in terrestrial habitats, with the exception of H. 

hainanensis and H. hongheensis, which have been reported from freshwater habitats (Tibpromma et 

al. 2016, Koukol et al. 2018, Ren et al. 2021, Zhang et al. 2023, Shen et al. 2024b).  

 

Hermatomyces xizangensis G.L. Zhao, N.G. Liu & Y.Z. Lu, Mycokeys (2025)      Fig. 10 

Fungal Names number: FN 573046; Facesoffungi number: FoF 17658 

Saprobic on decaying submerged wood in a freshwater river. Sexual morph: Undetermined. 

Asexual morph: Colonies on natural substrate effuse, superficial, scattered, conspicuous, glistening, 

flattened, brown to black. Mycelium mostly immersed, consisting of branched, septate, smooth, 

thin-walled, pale brown to brown hyphae. Conidiophores micronematous, mononematous, 

cylindrical, erect, pale brown to brown, unbranched, smooth, thick-walled. Conidiogenous cells 

holoblastic, short, cylindrical, hyaline, thick-walled, terminal, determinate, often arising directly on 

the superficial mycelium. Conidia (34ï)40ï45(ï48) × (29ï)32ï36(ï38) ɛm ( = 42 Ĭ 34 ɛm, SD = 

2.3 × 1.9, n = 50), solitary, dry, subglobose to broad-ellipsoidal, muriform, slightly constricted at 

the septa, smooth, central cells dark brown to black, peripheral cells narrow and brown, flattened, 

subhyaline to pale brown, ellipsoidal in side view, middle cells dark brown to black.  
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Figure 8 ï Vikalpa hydei (HKAS 125817, holotype). a, b Colonies on the substratum.  

cïe Conidiophores, conidiogenous cells, and conidia. f, g Conidia with globose to subglobose, 

gelatinous appendages. h Germinated conidium. i, j Culture on PDA (from above and from below). 

Scale bars: cïh = 20 ɛm. 
 

Cultural characteristics ï Conidia germinating on PDA and germ tubes produced from 

peripheral cells of conidium within 12 h. Colonies on PDA, reaching 1.5ï2.5 cm after one month at 

room temperature, surface hyphae grey-brown, fluffy, flocculent; reverse side greyish brown to 

brown, dense, cracked in the middle. 

Material examined ï China, Yunnan Province, Nujiang Prefecture, Gongshan County, Dulong 

River, 28°02'29"N, 98°19'08"E, 1730 m; on submerged decaying wood, 1 May 2023, W.P. Wang, 

S4901 (HKAS 145709), living culture KUNCC 23-15937. 
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Figure 9 ï ML tree based on the combined ITS, LSU, SSU and tef1-Ŭ sequences, representing the 

family Dictyosporiaceae. Bootstrap support values for ML equal to or greater than 65% and PP 

values equal to or greater than 0.95 are given near nodes as ML-BS/PP. The tree is rooted with 

Periconia igniaria (CBS 379.86 and CBS 845.96). Ex-type strains are marked with ñTò. The new 

taxon is indicated in bold and red.  

 

Notes ï Hermatomyces xizangensis was introduced by Zhao et al. (2025) on dead vines of 

Pueraria sp. from Xizang Autonomous Region, China. Morphologically, our collection resembles 

He. xizangensis (HKAS 149902) in having lenticular conidia with largely overlapping 

measurement (40ï45 × 32ï36 ɛm vs. 26ï48 × 17ï39 µm) (Zhao et al. 2025). Besides, ITS and tef1-

Ŭ comparisons showed there are only one gap (797bp) and one bp (941bp) differences, respectively. 

Therefore, we identify our collection as Hermatomyces xizangensis, and report it from a freshwater 

habitat for the first time. 

 

Neohendersoniaceae A. Giraldo & Crous 

Aquaguizhoumyces X.J. Xiao, N.G. Liu & Y.Z. Lu, gen. nov. 

Fungal Names number: FN 572846; Facesoffungi number: FoF 17804 
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Etymology ï The specific epithet ñAquaò refers to aquatic habitat and ñguizhoumycesò refers 

to the location where the fungus was collected. 

Saprobic on submerged wood from a freshwater habitat. Sexual morph: Undetermined. 

Asexual morph: Colonies on natural substrate effuse, black, gregarious. Mycelium immersed, 

composed of light brown to brown, branched, smooth hyphae. Conidiophores semi-macronematous, 

mononematous, flexuous, simple or branched, pale brown to brown, septate, thick-walled. 

Conidiogenous cells monoblastic, integrated, terminal, pale brown to brown, smooth. Conidia 

solitary or catenate, oblong with obtuse ends, septate, olivaceous brown to dark brown, verrucose. 

Type species ï Aquaguizhoumyces hydei X.J. Xiao, N.G. Liu & Y.Z. Lu 

 

 
 

Figure 10 ï Hermatomyces xizangensis (HKAS 145709). a, b Colonies on the natural substrate. c 

Conidiophores and conidium. dïg Conidia h Germinated conidium i, j Culture on PDA. Scale bars: 

cïh = 30 ɛm. 
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Figure 11 ï ML tree based on the combined ITS, LSU, tef1-Ŭ and rpb2 sequences, representing the 

family Hermatomycetaceae. Bootstrap support values for ML equal to or greater than 65% and PP 

values equal to or greater than 0.95 are given near nodes as ML-BS/PP. The tree is rooted with 

Cryptocoryneum akitaense (MAFF 245365) and Cryptocoryneum brevicondensatum (MAFF 

245366). The ex-type strains are marked with ñT" and the new taxon is indicated in bold and red. 

 

Aquaguizhoumyces hydei X.J. Xiao, N.G. Liu & Y.Z. Lu, sp. nov.        Fig. 12 

Fungal Names number: FN 572847; Facesoffungi number: FoF 17805 

Etymology ï The specific epithet ñhydeiò is in honor of Kevin D. Hyde for his great 

contributions to mycology and in celebration of his 70th birthday. 

Holotype ï HKAS 136240  

Saprobic on submerged rotting wood from a freshwater stream. Sexual morph: Undetermined. 

Asexual morph: Colonies on natural substrate effuse, black, gregarious. Mycelium immersed, 

composed of light brown to brown, branched, smooth hyphae. Conidiophores semi-macronematous, 

mononematous, flexuous, apex swollen, simple or branched, pale brown to brown, septate, thick-

walled. Conidiogenous cells 8ï28 × 3ï5 µm (  = 14.5 × 4 µm, n = 25), monoblastic, integrated, 

terminal, pale brown to brown, smooth. Conidia 33ï49 × 11ï17 µm (  = 40 × 14 µm, n = 30), 
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solitary or formed in short chains, oblong with obtuse ends, 0ï3-septate, olivaceous brown to dark 

brown, verrucose. 

Culture characteristics ï Conidia germinating on PDA within 48 h and germ tubes produced 

from basal end of conidia. Colonies reaching up to 22 mm diam. after 20 days on PDA media, 

medium dense, circular, flat, with entire edge, grey to dark grey at center, white at outer ring from 

above, brown at center, pale yellow at margin from below. 

Material examined ï China, Guizhou Province, Liupanshui City, Shuicheng County, Yushe 

National Forest Park, N 26Á27ǋ17ǌ, E 104Á48ǋ26ǌ, elevation 2232 m, on decaying wood from a 

freshwater stream, 27 February 2023, X.J. Xiao, YSS61 (HKAS 136240, holotype), ex-type culture 

GZCC 24-0084. 

Notes ï Eight genera are accommodated in Neohendersoniaceae. Among them, Brevicollum, 

Neobrevicollum and Pseudoneohendersonia only have sexual morphs (Tanaka et al. 2017, Li et al. 

2023, Yang et al. 2024). Asexual morph of other six genera, i.e., Amarenographium, Crassiparies, 

Medicopsis, Neohendersonia and Neomedicopsis were reported as coelomycetous (De Gruyter et al. 

2013, Wijayawardene et al. 2016, Giraldo et al. 2017, Tanaka et al. 2017, Crous et al. 2019a). 

Aquaguizhoumyces is the first hyphomycetous asexual morphic genus accommodated in 

Neohendersoniaceae. 

 

Neomassariaceae Nitschke 

Neomassaria Mapook, Camporesi & K.D. Hyde, Fungal Diversity 80: 74 (2016)  

Neomassaria was introduced by Hyde et al. (2016) based on Neom. fabacearum, and was 

originally classified in Massariaceae (Pleosporales, Dothideomycetes). Ariyawansa et al. (2018) 

described a second species Neom. formosana and established the family Neomassariaceae to 

accommodate Neomassaria. The sexual morph has immersed, globose to subglobose, brown to 

dark brown ascomata with a central ostiole, 8-spored, bitunicate, oblong to cylindrical asci, and 

ellipsoid to fusiform, hyaline, 1-septate ascospores with or without a gelatinous sheath (Hyde et al. 

2016, Ariyawansa et al. 2018, De Silva et al. 2022, Lu et al. 2025). The asexual morph of 

Neomassaria is sporidesmium-like (Zhang et al. 2024, Sun et al. 2025). To date, ten species are 

accepted in Neomassaria and all of them are reported from China and Thailand. 

 

Neomassaria davidii N.G. Liu & Jian K. Liu, sp. nov.         Fig. 14 

Fungal Names number: FN 572894; Facesoffungi number: FoF 17834 

Etymology ï The specific epithet ñdavidiiò is in honor of Kevin D. Hyde for his great 

contributions to mycology and in celebration of his 70th birthday. 

Holotype ï GZAAS 25-0545 

Saprobic on decaying wood in terrestrial habitat. Sexual morph: Undetermined. Asexual 

morph: Hyphomycetous. Colonies on natural substrate effuse, olivaceous brown, velvety. Mycelium 

partly immersed, composed of pale brown, branched, septate, smooth, 1.5ï3 µm wide hyphae. 

Conidiophores 39ï96(ï120) × 3ï5 µm, macronematous, mononematous, erect, solitary or two or 

three aggregated at the base, straight or broadly curved, cylindrical, median brown, slightly taper 

towards the apex, unbranched, septate, thick-walled, percurrently proliferating 2ï3 times. 

Conidiogenous cells 10ï17.5 × 3.5ï5.5 µm (  = 15× 4.5 µm, n = 15), monoblastic, integrated, 

terminal, cylindrical, brown. Conidia 29ï56 × 6ï8.5 µm (  = 39.5 × 7.5 µm, n = 15), acrogenous, 

solitary, obclavate, rostrate, median brown, 3ï7-septate, septa darkened, verruculose, with truncate, 

thickened and darkened base. 

Culture characteristics ï Conidia germinating on water agar within 24 h. Germ tubes 

produced from both apex and base. Colonies superficial, circular, umbonate, mycelium dense, with 

entire edge, brown in the center, with a green ring around, whitish brown to greyish brown in the 

outer ring from above, and dark brown, paler towards the edge from below 

Material examined ï Thailand, Chiang Rai Province, Wiang Chiang Rung District, on 

decaying wood in terrestrial habitat, 7 January 2020, N.G. Liu, CRJ5 (GZAAS 25-0545, holotype), 

ex-type culture GZCC 25-0531. 
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Notes ï In our phylogenetic tree (Fig. 17), the strain GZCC 25-0531 formed a sister clade 

with Neom. fibraureae (HKAS 138718) with maximum statistical support. Morphologically, the 

conidia of our collection are smaller (29ï56 × 6ï8.5 µm vs. 41ï96 × 5.5ï12 ɛm) compared to those 

of Neom. fibraureae (Sun et al. 2025). Moreover, the phylogenetic analyses also suggest that our 

collection represents a previously undescribed species. 

 

 
 

Figure 12 ï Aquaguizhoumyces hydei (HKAS 136240, holotype). a, b Colonies on dead wood 

surface. c Conidiophores and conidia. d, e Conidiophores. f Conidiogenous cell and conidium.  

gïi Conidia. j, k Colony on PDA (j from above, k from below). Scale bars: c = 50 µm, dïi = 20 µm. 
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Figure 13 ï ML tree based on the combined LSU and ITS sequences, representing the family 

Neohendersoniaceae. Bootstrap support values for ML greater than 75% and PP greater than 0.95 

are given near nodes as ML-BS/PP. The tree is rooted with Camarosporidiella aborescentis 

(MFLUCC 14-0604) and Camarosporidiella elongata (CBS 171.55). The new taxon is indicated in 

bold and red. 
 

Neomassaria hydeae Y. Xiao & Jian K. Liu, sp. nov.         Fig. 15 

Fungal Names number: FN 573023; Facesoffungi number: FoF 17833 

Etymology ï The specific epithet ñhydeaeò is in honor of Kevin D. Hyde for his great 

contributions to mycology and in celebration of his 70th birthday. 

Holotype ï HKAS 149996 

Saprobic on dead branches of Camellia sinensis. Sexual morph: Ascomata 170ï200 × 200ï

290 ɛm ( = 190 Ĭ 260 ɛm, n = 10), solitary or scattered, coriaceous, immersed to slightly 

erumpent, visible as black dots on the host surface, unilocular, globose to subglobose, brown to 

dark brown. Ostiole central. Peridium 10ï20 ɛm wide, comprising light brown cells of textura 

angularis, inner cells hyaline, fusing at the outside indistinguishable from the host tissues. 

Hamathecium comprising 1ï2 ɛm wide, cylindrical to filiform, septate, branched, 

pseudoparaphyses. Asci 80ï125 × 12ï25 ɛm ( = 95 Ĭ 19 ɛm, n = 20), 8-spored, bitunicate, oblong 
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to cylindrical, short pedicellate, with ocular chamber. Ascospores 20ï30 × 5ï9 ɛm ( = 26 Ĭ 8 ɛm, 

n = 30), overlapping 1ï2-seriate, hyaline to brown, ellipsoid to fusiform, 1-septate, with two oil 

globules at each end. Asexual morph: Undetermined. 

Culture characteristics ï Ascospores germinating on PDA within 24 h and germ tubes 

produced from one or both ends. Colonies on PDA reaching 12 mm diam. after two weeks at 25 °C, 

flossy, circular, margin irregular, with four grey and light brown circles in the middle from above, 

dark brown at the center, yellow to light brown at margin from below. 

Material examined ï China, Sichuan Province, Chengdu City, Dujiangyan City, Chaxi Villege, 

31° 3' 60"N, 103° 41' 40"E, elevation 720 m, on dead branches of Camellia sinensis, 26 March 

2024, Y. Xiao, X5 (HKAS 149996, holotype), ex-type culture CGMCC 3.29116 = UESTCC 

25.0102; ibid., 26 March 2024, X5-1 (HUEST 25.0082), UESTCC 25.0103. 

Notes ï Neomassaria hydeae is phylogenetically close to Neom. thailandica (MFLUCC 21-

0193) and represents as a distinct lineage (Fig. 17). Additionally, the nucleotide base pair 

comparison between Neom. thailandica (ex-type strain, MFLUCC 21-0193) and Neom. caffearius 

(ex-type strain, UESTCC 25.0102) revealed 33/605 bp (5.5%, without gaps) of ITS, 36/996 bp 

(3.6% without gaps) of rpb2 and 37/995 bp (3.7%, without gaps) of tef1-Ŭ differences. Furthermore, 

there are differences in the size of the ascomata, wall thickness, as well as the color and shape of 

the spores. The spores of Neom. thailandica are hyaline, lack oil globules (De Silva et al. 2022), 

while the spores of Neom. hydeae become hyaline to brown and contain two distinct oil globules. 

Therefore, Neom. hydeae is introduced as a new species with the justification of phylogenetic and 

morphological evidence. 

 

Neomassaria keviniana N.G. Liu & Jian K. Liu, sp. nov.         Fig. 16 

Fungal Names number: FN 572895; Facesoffungi number: FoF 17835 

Etymology ïThe specific epithet ñkevinianaò is in honor of Kevin D. Hyde for his great 

contributions to mycology and in celebration of his 70th birthday. 

Holotype ï GZAAS 25-0546 

Saprobic on decaying wood in terrestrial habitat. Sexual morph: Undetermined. Asexual 

morph: Hyphomycetous. Colonies on natural substrate effuse, dark brown to black, velvety. 

Mycelium partly immersed, partly superficial, composed of pale brown, branched, septate, smooth, 

2ï3 µm wide hyphae. Conidiophores up to 660 µm long, main stipe 8ï17 µm wide, branch 4ï6 µm 

wide, macronematous, mononematous, erect, solitary or caespitose, straight or broadly curved, 

subcylindrical, slightly taper towards the apex, with a wide main stipe and thin branches, brown to 

dark brown, septate, thick-walled. Conidiogenous cells 10ï19 × 3.5ï5.5 µm (  = 14 × 4.5 µm, n = 

20), monoblastic, terminal, integrated, cylindrical, brown. Conidia 49ï82 µm (  = 59.5 µm, n = 20) 

long, 8ï12 µm (  = 9.5 µm, n = 20) wide at the broadest, 2ï5 µm (  = 3.5 µm, n = 20) wide at base, 

acrogenous, solitary, obclavate, rostrate, olivaceous brown, up to 11-septate, slightly constricted at 

the darkened septa, verruculose. 

Culture characteristics ï Conidia germinating on water agar within 24 h. Germ tubes 

produced from both apex and base. Colonies superficial, circular, umbonate, mycelium dense, with 

entire edge, brown in the center, paler at the edge from above, and dark brown from below. 

Material examined ï China, Guizhou Province, Guizhou Academy of Agricultural Sciences, 

on decaying wood in terrestrial habitat, 18 July 2020, N.G. Liu, NKY006 (GZAAS 25-0546, 

holotype), ex-type, GZCC 25-0532. 

Notes ï In the phylogenetic tree (Fig. 17), our strain GZCC 25-0532 formed a distinct clade 

and clustered with Neom. camelliae (CGMCC 3.25585 and UESTCC 23.0154), Neom. hydeae 

(UESTCC 25.0102 and UESTCC 25.0103), Neom. sichuanensis (CGMCC 3.25586 and UESTCC 

23-0158), and Neom. thailandica (MFLUCC 21-0193). Among them, Neom. hydeae and Neom. 

thailandica are only known from their sexual morphs, precluding a morphological comparison (De 

Silva et al. 2022, this study). Our collection differs from Neom. camelliae and Neom. sichuanensis 

by the distinct conidiophores. Moreover, our collection has smaller conidia (49ï82 × 8ï12 µm vs. 
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70ï190 × 9ï20 µm) than those of Neom. sichuanensis (Wu et al. 2025). Based on these 

morphological differences and the phylogenetic result, we propose our collection as a new species.  

 

 
 

Figure 14 ï Neomassaria davidii (GZAAS 25-0545, holotype). a, b Colonies on natural substrate. 

cïf Conidiophores and conidia. gïj Conidia. k Germinated conidium. Scale bars: a = 300 µm,  

b = 50 µm, cïl = 15 µm. 
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Figure 15 ï Neomassaria hydeae (HKAS 149996, holotype) aïc appearance of ascomata on host 

surface. d vertical section through ascoma. e peridium. f hamathecium. gïk asci. lïo ascospores.  

p, q Colony on PDA (above and below). Scale bars: d = 80 ɛm, gïj = 20 ɛm, e, f, kïn = 10 ɛm. 
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Figure 16 ï Neomassaria keviniana (GZAAS 25-0546, holotype). a, b Colonies on natural 

substrate. c Conidiophores and conidia. dïg Conidiogenous cells and conidia. hïk Conidia.  

l Germinated conidium. Scale bars: c = 50 µm, dïg = 20 µm, hïl = 25 µm. 

 

Parabambusicolaceae Kaz. Tanaka & K. Hiray. 

Paramonodictys N.G. Liu, K.D. Hyde & J.K. Liu, Fungal Diversity 100: 90 (2020) 
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Hyde et al. (2020a) introduced the monotypic genus Paramonodictys to accommodate a 

monodictys-like species, P. solitaria. Asexual morph of Paramonodictys has absent conidiophores 

and subglobose to obovoid, brown, muriform conidia (Hyde et al. 2020a, Yang et al. 2022, Li et al. 

2023, Xu et al. 2023), and its sexual morph has not been observed. Paramonodictys occurs on both 

terrestrial and freshwater habitats, and all Paramonodictys species are reported from China to date.  

 

 
 

Figure 17 ï ML tree based on the combined LSU, SSU, tef1-Ŭ and rpb2 sequences. Bootstrap 

support values for ML greater than 75% and PP greater than 0.95 are given near nodes as ML-

BS/PP. The tree is rooted with Massaria aucupariae (WU 30513) and Massaria vindobonensis 

(WU 30604). ex-type strains are marked with ñTò. The new taxa are indicated in bold and red. 

 

Paramonodictys hydei X.J. Xiao, N.G. Liu & Y.Z. Lu, sp. nov.        Fig. 18 

Fungal Names number: FN 572896; Facesoffungi number: FoF 17836 
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Etymology ï The specific epithet ñhydeiò is in honor of Kevin D. Hyde for his great 

contributions to mycology and in celebration of his 70th birthday. 

Holotype ï HKAS 132140 

Saprobic on submerged rotting wood from a freshwater stream. Sexual morph: Undetermined. 

Asexual morph: Colonies on natural substrate effuse, black, gregarious. Mycelium immersed in the 

substratum. Conidiophores reduced to conidiogenous cells. Conidiogenous cells monoblastic, 

integrated. Conidia 60ï117 × 45ï77 µm (  = 88 × 60 µm, n = 30), solitary, subglobose, ellipsoidal, 

obovoid or irregular, olivaceous brown to dark brown, muriform, verrucose. 

Culture characteristics ï Conidia germinating on PDA within 12 h and germ tubes produced 

from peripheral cells. Colonies reaching up to 8 mm diam. after 20 days, medium dense, circular, 

flat, edge entire, white at outer ring pale brown at the center from above, yellow at outer ring, 

darker at the center from below. 

Material examined ï China, Guizhou Province, Liupanshui City, Shuicheng County, Yushe 

National Forest Park, N 26Á27ǋ17ǌ, E 104Á48ǋ26ǌ, elevation 2232 m, on decaying wood from a 

freshwater stream, 27 February 2023, X.J. Xiao, YSS100 (HKAS 132140, holotype), ex-type 

culture GZCC 24-0079. 

Notes ï Six species have been described in Paramonodictys with morphological description 

and molecular evidence. In the phylogenetic analysis (Fig. 19), our strain GZCC 24-0079 formed 

an independent internal clade within Paramonodictys group, indicating it is a phylogenetically 

distinct species. Therefore, we introduce a new species Paramonodictys hydei to accommodate our 

collection. 

 

Phaeoseptaceae S. Boonmee, Thambugala & K.D. Hyde 

Pleopunctum N.G. Liu, K.D. Hyde & J.K. Liu, Mycosphere 10 (1): 767 (2019) 

Pleopunctum was introduced by Liu et al. (2019b) to accommodate the type species Pl. 

ellipsoideum, along with Pl. pseudoellipsoideum. Pleopunctum is characterized by its asexual 

morph, which has sporodochial conidiomata, macronematous or micronematous conidiophores, 

monoblastic conidiogenous cells, and dimorphic conidia: 1) oval, ellipsoidal to oblong, brown, 

muriform, with 1ï3 hyaline, basal cells (Liu et al. 2019b, Xu et al. 2023, Zhang et al. 2023, Ren et 

al. 2024b); 2) doliiform, broad clavate, hyaline, phragmosporous (Phukhamsakda et al. 2020). Its 

sexual morph has not been reported. Pleopunctum has been documented in both freshwater and 

terrestrial environments (Dong et al. 2020b, Boonmee et al. 2021, Liu et al. 2024a). To date, 11 

species within Pleopunctum are recognized (Species Fungorum 2025), and sequence data are 

available for all of these species. 

 

Pleopunctum hydei M.Y. Han, N.G. Liu & Y.Z. Lu, sp. nov.        Fig. 20 

Index Fungorum number: IF904385; Facesoffungi number: FoF 17838 

Etymology ï The specific epithet ñhydeiò is in honor of Kevin D. Hyde for his great 

contributions to mycology and in celebration of his 70th birthday. 

Holotype ï GMB-W1501 

Saprobic on decaying wood in a terrestrial habitat. Sexual morph: Undetermined. Asexual 

morph: Hyphomycetous. Colonies on natural substrate superficial, dark brown to black, gregarious, 

punctiform. Mycelium immersed, composed of pale brown, branched, septate, smooth hyphae. 

Conidiophores semi-macronematous to macronematous, mononematous, cylindrical, pale brown, 

unbranched, septate. Conidiogenous cells monoblastic, integrated, terminal, pale brown. Conidia 9ï

17 × 10ï13 µm (  = 13 × 12 µm, n = 25), acrogenous, solitary, ellipsoidal, muriform, constricted at 

the septa, dark brown in the upper half, pale brown in the lower half, often with a hyaline to pale 

brown, cup-shaped basal cell, 3ï9 × 6ï11 µm (  = 6.5 × 8.5 µm, n = 25), smooth-walled. 

Culture characteristics ï Conidia germinating on PDA within 12 h and germ tubes producing 

from the basal end. Colonies reaching up to 15 mm diam. after 31 days of cultivation at 28 , 

medium dense, flat, circular, margin entire, dark brown from above and below. 
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Material examined ï China, Yunnan Province, Honghe Hani and Yi Autonomous Prefecture, 

Honghe County, N 23°16'10", E 102°17'35", elevation 2000 m, on decaying wood in a terrestrial 

habitat, 18 July 2024, Meiyan Han, HHX30 (GMB-W1501, holotype), ex-type culture 

GMBCC2249. 

 

 
 

Figure 18 ï Paramonodictys hydei (HKAS 132140, holotype). a Colonies on natural substrate.  

bïf conidia. g Germinated conidium. h, i Colonies on PDA (h from above, i from below). Scale 

bars: c, d = 20 µm, b, eïg = 50 µm. 
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Notes ï Our collection aligns well with the generic concept of Pleopunctum, as it exhibits 

sporodochial conidiomata and ellipsoidal, muriform conidia with a hyaline to pale brown basal cell 

(Liu et al. 2019b, Liu et al. 2024a). Phylogenetic analysis (Fig. 21) reveals our strain GMBCC2249 

formed a distinct clade basal to a group consisting of Pl. menglaense (KUMCC 21-0025 and 

KUMCC 21-0026), Pl. guizhouense (GZCC 23-0595), Pl. megalosporum (KUNCC 10442, 

KUNCC 10785 and KUNCC 21-0622), Pl. multicellularum (KUNCC 10781, KUNCC 10789 and 

KUNCC 10778), and Pl. rotundatum (KUNCC 10780 and KUNCC 10787). This strongly indicates 

that strain GMBCC2249 represents a phylogenetically distinct species. Given that sequence data 

are available for all known Pleopunctum species, we hereby propose our collection as a new 

species. 

 

 

Figure 19 ï ML tree based on the combined LSU, ITS and rpb2 sequences. Bootstrap support 

values for ML greater than 75% and PP greater than 0.95 are given near nodes as ML-BS/PP. The 

tree is rooted with Dictyocheirospora aquatica (KUMCC 15-0305) and Dictyosporium elegans 

(NBRC 32502). ex-type strains are marked with ñTò. The new taxon is indicated in bold and red. 

 

Phaeosphaeriaceae M.E. Barr 

Setophoma Gruyter 

De Gruyter et al. (2010) introduced Setophoma with S. terrestris as the type species. 

Setophoma species are characterized by setose, pycnidial conidiomata, phialidic conidiogenous 

cells, and ellipsoidal to subcylindrical, aseptate, guttulate conidia (De Gruyter et al. 2010, 
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Thambugala et al. 2017, Marin-Felix et al. 2019). Setophoma species are well-known pathogens or 

saprobic on important crops, including tea (Phookamsak et al. 2014, Marin-Felix et al. 2019). There 

are seventeen epithets listed in the Species Fungorum (2025), of which S. cyperi was transferred to 

Wingfieldomyces (Marin-Felix et al. 2019). Recent studies showed that the genus is polyphyletic 

and formed two distinct clades within Phaeosphaeriaceae (Tennakoon et al. 2020). Our 

phylogenetic analyses yielded similar results as Tennakoon et al. (2020); thus, the genus may need 

revision based on further phylogenetic analyses. In this study, we introduce a new species 

Setophoma hydei, which was isolated from Oryza sativa in Thailand. 

 

 
 

Figure 20 ï Pleopunctum hydei (GMB-W1501, holotype). a, b Colonies on natural substrate.  

c, d Sporodochia. eïh Conidiogenous cells and conidia. i Germinated conidia. j, k Colony on PDA 

(j from above, k from below). Scale bars: cïd, gïi = 50 µm, eïf = 20 µm. 
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Figure 21 ï ML tree based on the combined LSU, ITS and tef1-Ŭ sequences. Bootstrap support 

values for ML equal to or greater than 75% and PP values equal to or greater than 0.95 are given 

near nodes as ML-BS/PP. The tree is rooted with Amorosia littoralis (NN 6654) and 

Angustimassarina populi (MFLUCC 13-0034). Ex-type strains are marked with ñTò. The new 

taxon is indicated in bold and red. 

 

Setophoma hydei X.G. Tian, sp. nov.            Fig. 22 

Fungal names number: FN900976, Facesoffungi number: FoF 17842 

Etymology ï The specific epithet ñhydeiò is in honor of Kevin D. Hyde for his great 

contributions to mycology and in celebration of his 70th birthday. 

Holotype ï MFLU 23-0184 

Saprobic on dead leaves of Oryza sativa. Sexual morph: Undetermined. Asexual morph: 

Conidiomata up to 150 µm diam., pycnidial, immersed, solitary, scattered, visible as black spots 

and setose on host surface, globose to subglobose, black. Conidomatal setae abundant, subulate to 

cylindrical, brown to black, septate, unbranched, smooth-walled. Conidiomata wall 9ï15.5 µm 

wide, thin, composed of 2ï4 layers of brown cells of textura angularis. Conidiophores reduced to 

conidiogenous cells. Conidiogenous cells hyaline, monophialidic, phialidic, smooth, 3ï4.5 µm long. 

Conidia 4.5ï5.5 × 2ï2.5 µm (  = 5 × 2 µm, n = 35), ellipsoidal to subcylindrical, hyaline, aseptate, 

1ï3-guttules, smooth. 

Culture characteristics ï Colonies on PDA reaching 15 mm diam. after two weeks at 25°C. 

Colonies on PDA filamentous at margins, flat, superficial, circular, smooth surface, white from 

above, pale brown from below. 

Material examined ï Thailand, Chiang Rai Province, Doi Pui, on dead leaves of Oryza sativa, 

5 November 2020, X.G. Tian, r5-2 (MFLU 23-0184, holotype), ex-type culture MFLUCC 23-0168. 



378 

 

Notes ï In the multi-loci phylogenetic tree (Fig. 23), our strain MFLUCC 23-0168 clustered 

as a sister taxon to Setophoma poaceicola. Setophoma hydei shares similar morphology to S. 

poaceicola in having setose pycnidia, phialidic conidiogenous cells, and hyaline, ellipsoidal to 

subcylindrical, aseptate conidia (Thambugala et al. 2017). However, the comparison of the ITS 

region between S. hydei and S. poaceicola revealed 10 bp (483 bp, 2%) differences. Phylogenetic 

analyses support Setophoma hydei as a distinct new species. 

 

 
 

Figure 22 ï Setophoma hydei (MFLU 23-0184, holotype) aïc Conidiomata on the leaves of Oryza 

sativa. d Vertical section of conidioma. e Ostiole. f Conidiomatal wall. gïk Conidiogenous cells 

with conidia. lïo Conidia. p Germinated conidium. r Colony on PDA from above and below. Scale 

bars: d = 50 ɛm, eïg, o = 20 ɛm, hïj = 10 ɛm, kïn = 5 ɛm. 

 

Roussoellaceae Jian K. Liu, Phook., D.Q. Dai & K.D. Hyde 

Pararoussoella Wanas., E.B.G. Jones & K.D. Hyde 

Pararoussoella was introduced by Wanasinghe et al. (2018) to accommodate a sexual species, 

Pa. rosarum, from Rosa sp. (Rosaceae) of UK, based on morphological characteristics and 

multigene phylogenetic analysis. Subsequently, three new and two previously described species 

originally assigned to Roussoella were transferred to Pararoussoella, comprising three asexual 

species (Pararoussoella juglandicola, Pa. lincangensis and Pa. quercina) and two sexual species 

(Pa. mangrovei = Roussoella mangrovei and Pa. mukdahanensis = Roussoella mukdahanensis) 

(Crous et al. 2019a, 2020b, Phukhamsakda et al. 2020, Ren et al. 2024a). The sexual of 

Pararoussoella is similar to taxa of Roussoella and is characterized by immersed and globose 
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ascomata; cellular pseudoparaphyses; central, papillate, black ostioles; cylindrical to oblong asci; 

and uniseriate, brown to dark brown ascospores with irregular, longitudinal striations (Wanasinghe 

et al. 2018, Phukhamsakda et al. 2020). The asexual is characterized by erumpent, immersed, 

elliptical to ampulliform, globose, brown to dark brown conidiomata; conidiophores reduced to 

conidiogenous cells; conidiogenous cells enteroblastic, phialidic, hyaline, ampulliform to doliiform; 

and aseptate, subcylindrical, guttulate, hyaline becoming brown conidia (Crous et al. 2019a, 2020b, 

Ren et al. 2024a). Species of Pararoussoella occur on a variety of plant materials and are 

distributed in places such as China, Germany, Thailand, UK and Ukraine (Dai et al. 2017, Hyde et 

al. 2018, Wanasinghe et al. 2018, Crous et al. 2019a, 2020b, Ren et al. 2024a). 

 

 

Figure 23 ï ML tree based on the combined ITS, LSU, tef1-Ŭ, rpb2, and tub2 sequences, 

representing Setophoma. Bootstrap support values for ML greater than 70% and PP greater than 

0.90 are given near nodes as ML-BS/PP. The tree is rooted with Setoseptoria phragmitis (CBS 

114802 and CBS 114966). Ex-type strains are marked with ñTò. The new taxon is indicated in bold 

and red. 

 

Pararoussoella hydei H.W. Shen & Z.L. Luo, sp. nov.         Fig. 24 

Fungal Names number: FN 573028; Facesoffungi number: FoF 17837 

Etymology ï The specific epithet ñhydeiò is in honor of Kevin D. Hyde for his great 

contributions to mycology and in celebration of his 70th birthday.  

Holotype ï HKAS 145700 

Saprobic on submerged decaying wood in freshwater river. Asexual morph: Conidiomata 

pycnidial, 430ï490 µm high, 330ï390 µm diam., superficial to semi-immersed, solitary or 

gregarious, globose to subglobose, uniloculate, brown to dark brown, ostiolate. Ostiole circular, 
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centrally located. Conidiomatal wall 25ï65 ɛm wide, composed of several layers of thick, 

subhyaline to brown, irregular cells of textura angularis. Conidiophores reduced to conidiogenous 

cells. Conidiogenous cells arising from the inner wall cells of the conidiomata, enteroblastic, 

phialidic, determinate, ampulliform, hyaline, smooth-walled, (4.7ï)6.4ï10.4(ï13) × 4ï6(ï7) µm (  

= 8.4 × 5.2 µm, SD = 2.0 × 0.8, n = 30). Conidia 3.7ï4.7 × 2.5ï3.2(ï4) µm (  = 4 × 3 µm, SD = 

0.3 × 0.3, n = 50), acrogenous, ellipsoidal, hyaline becoming brown, aseptate, guttulate, rounded at 

both ends, smooth-walled. Sexual morph: Undetermined. 

Culture characteristics ï Conidia germinating on PDA medium and germ tubes produced 

from ends of conidium within 12 h. Colonies on PDA medium reaching around 4.5-5 cm diam. 

after one month at room temperature (around 25°C) in dark, circular, loose, smooth-edged, dense, 

pale gray to brown on the forward; circular, pale gray to brown, dense on the reverse. 

Material examined ï China, Yunnan Province, Nujiang Prefecture, Fugong County 

27.260995° N, 98.881291° E, on submerged decaying wood, 4 May 2023, Y. Wang, S4621 (HKAS 

145700, holotype), ex-type culture KUNCC 23-14357. 

Notes ï Phylogenetic analysis showed that Pararoussoella hydei clustered with the type 

strain of Pa. lincangensis and with 100% ML and 1.00 PP support (Fig. 25). Pararoussoella hydei 

resembles Pa. lincangensis in having globose to subglobose, brown to dark brown conidiomata; 

enteroblastic, phialidic, determinate, ampulliform, hyaline conidiogenous cells; and ellipsoidal, 

guttulate, aseptate, hyaline becoming brown, smooth conidia (Ren et al. 2024a). However, Pa. 

hydei can be distinguished from Pa. lincangensis by the larger conidiomata (430ï490 µm high × 

330ï390 µm diam. vs. 75ï140 µm high × 140ï160 µm diam.), conidiogenous cells (6.4ï10.4 × 4ï6 

µm vs. 4.4ï5.4 × 2.6ï3.6 µm) and conidia (3.7ï4.7 × 2.5ï3.2 µm vs. 3.1ï3.8 × 2ï2.2 µm). The ITS, 

LSU and tef1-Ŭ sequences between Pa. hydei and Pa. lincangensis (KUMCC 21-0619, ex-type) 

showed 10 bp (including one gap), 5 bp and 14 bp (including one gap) nucleotide base differences, 

respectively. Therefore, based on morphological characteristics and molecular evidence, we 

introduce Pararoussoella hydei as a new species. 

 

Tetraplosphaeriaceae Kaz. Tanaka & K. Hiray. 

Polyplosphaeria Kaz. Tanaka & K. Hiray., Stud. Mycol. 64: 192 (2009) 

Polyplosphaeria was introduced by Tanaka et al. (2009). Asexual morph is tetraploa-like that 

has micronematous conidiophores, monoblastic conidiogenous cells, and globose to subglobose 

conidial body with several setose appendages (Tanaka et al. 2009, Tibpromma et al. 2018, 

Senanayake et al. 2023, Tang et al. 2023). Its sexual morph has globose, black to reddish brown 

ascomata, 8-spored, fissitunicate, clavate, short-stalked asci, and narrowly fusiform, hyaline to pale 

olive-brown, septate ascospores with entire sheath (Tanaka et al. 2009). Seven Polyplosphaeria 

species are listed in Species Fungorum (2025).  

 

Polyplosphaeria appendiculata Y.R. Sun, N.G. Liu & K.D. Hyde, Fungal Diversity (2024) 

            Fig. 26 

Index Fungorum number: IF902306; Facesoffungi number: FoF 17839 

Saprobic on submerged rotting wood from a freshwater stream. Sexual morph: Undetermined. 

Asexual morph: Colonies on natural substrate effuse, scattered, black. Mycelium immersed, 

composed of branched, septate, dark brown hyphae. Conidiophores absent. Conidiogenous cells 

monoblastic. Conidia 54ï179 × 45ï77 µm (  = 48 × 82 µm, n = 25), solitary, subglobose to 

obovoid, or irregular, with thin peel-like outer wall of conidia, composed of numerous internal 

hyphae inside, brown to dark brown when mature. Appendages 27ï64 × 3ï5 ɛm ( = 46 Ĭ 4 ɛm, n 

= 30), cylindrical, unbranched, round at apex, brown, septate, thick-walled. 

Culture characteristics ï Conidia germinating on PDA within 12 h and germ tubes producing 

from conidial body or appendages. Colonies reaching up to 14 mm diam. after 20 days, medium 

dense, circular, flat, edge entire, greyish brown at the center, white at the edge from above, brown 

at the center, paler at the edge from below. 
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Figure 24 ï Pararoussoella hydei (HKAS 145700, holotype). a, b Appearance of conidiomata on 

the host substrate. c, d Section of conidioma. e, f Conidioma wall. g j Conidiogenous cells.  

k Conidia. l Germinated conidium. m Culture on PDA (upper from above and lower from below). 

Scale bars: c, d = 120 ɛm, e, f = 30 ɛm, g, h = 15, i l = 10 ɛm. 
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Figure 25 ï ML tree of Roussoellaceae based on the combined LSU, ITS, tef1-Ŭ and rpb2 

sequences. Bootstrap support values for ML equal to or greater than 65% and PP values equal to or 

greater than 0.95 are given near nodes as ML-BS/PP. The tree is rooted with Parathyridaria 

percutanea (CBS 868.95) and P. ramulicola (CBS 141479). Ex-type strains are marked with ñTò. 

The new taxon is indicated in bold and red.  

 

Material examined ï China, Guizhou Province, Zunyi City, Xishui County, Sancha River 

Conservation Area, N 28Á33ǋ50ǌ, E 106Á24ǋ9ǌ, elevation 1133 m, on decaying wood from a 

freshwater stream, 3 October 2023, X.J. Xiao, SCS24 (HKAS 132144), living culture GZCC 24-

0062. 

Notes ï In our phylogenetic tree (Fig. 27), the strain GZCC 24-0062 clustered with 

Polyplosphaeria appendiculata (MFLUCC 24-0097) with 97% ML and 0.96 PP support. 

Polyplosphaeria appendiculata was introduced by Liu et al. (2024a) in a terrestrial habitat from 

Thailand. Our collection morphologically resembles Po. appendiculata in not having conidiophores 

and subglobose to ellipsoidal or irregular conidia . However, the conidial sizes are larger (54ï179 × 


