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Abstract

China and Thailand possess a rich fungal biodiversity. In this study, we introduce four novel
generaAquaguizhoumyces (Neohendersoniacepe  Biseriospora (Dactylosporaceag
Pseudocatenuliconidi@/amsapriyacege XenobactrodesmiurgSavoryellacegealongside4d7 new
species andthree 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 inAladgenosporahydei A.
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keviniana Acrohelicosporiumhydeij Aquaguizhoumycdsydei Berkleasmiunhydej Biseriospora
hydei Brachiosphaerahydeij Conioscyphadavidii, C. hydej C. kevinianaCylindromoniumhydei
Cyphellophora hydeae Distoseptispora davidii, D. keviniana D. polyblasta D.
pseudoaquisubtropi¢aD. solitaria, D. vaginae D. velvetica Fusichalara hydej Helicoma
kevinianum Longiappendispora keviniana Melomastia hydeae Menisporopsis hydej
Neogaeumamomyces hydej N. kevinifiliformis Neohelicomycesdavidii, Ne. kevinianus
Neohelicosporiunhydej Neo. kevinianusNeomassariadavidii, Neom hydeae Neom keviniana
Paramonodictyshydej Pararoussoellahydej Pleopunctumhydej Pseudocatenuliconididydei
Pseudodactylariahydej Pseudorobillarda hydeana Setophomahydej Sporoschismahydej
TrichodermaguangxiensisT. mashanensel. zhongshanens& ubeufiahydei Vikalpa hydej and
Xenobactrodesmium hyddturthermore, we repotivo new habitat recosifor Rhodoveronaea
hyalina and Hermatomyces xizangensias well asa new geographical and habitat record for
Polyplosphaeria appendiculata All taxa are supported by morphological and multigene
phylogenetic analyses. This contributisndedicated to Kevin D. Hyde in celebration of his 70th
birthday, in recognition of his outstanding contributions to the field of mycology.

Keywords i 51 new taxai Dothideomycetes freshwater fungi phylogeny, Sordariomycetés
taxonomy
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INTRODUCTION

Fungi play pivotal roles in ecosystems as decomposers, symbionts, and pathogens of both
plants and animals (Blackwell 201De 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, medi ci ne, phar mace
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, 2r@®6 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 introdudesir new genera47 new species, anthreenew
records of geographical or habitat distribution. Detailed morphological descriptions; e,
cultural characteristics, and multigene phylogenetic analyses are provided to document these fungi.

MATERIALS AND METHODS

Collection, examination and isolation

Decaying wood or leavesanples 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 temperatufe for 3
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 Fravoek software (Liu et al. 2010). Pheto
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 SinicdHKAS), Kunming, China, the herbarium of the Univeysif 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 (2088gx Fungorum (2025)
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DNA extraction, PCR amplification and sequencing

Fungalcolonies grown on PDA medium foi 2 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. CBixgyimer pairs were
selected in this study (not for every analysid)e primer pairs ITS5/ITS4 (White et al. 1990) for
the internal transcribed spacer (ITS) region, LROR/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), EF1983F/EF12218R (Rehner & Buckley 2005) for the translation elongation
factor talpha(tefl-U) gene, Bt2a/Bt2b (Glass & Donaldson 1995) for brteibulin tub2) gene,
and fRPB25F/fRPB27cR (Liu et al. 1999) for the second largest subunit of Riéymerase ||
(rpb2) gene were used for PCR amplificatiétolymerase 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

Phylogeneticanalyses 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 (Cap@lldierrez et al. 2009) with the
Afgappyouto option. Mul tiple gene alignments
(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-TIREE web server
(Trifinopoulos et al. 2016) with 1,000 ultrafast bootstrap (BS) replicates, and the substitution model
option was selected automatically. Bootstrap support valuesg8)Lequal or greater than 75% are
indicated above or below each branch, respectively.

Bayesianinference (BIl) analyses were performed using MrBayes v3.2.6 under the Markov
chain Monte Carlo (MCMC) algorithm (Ronquist et al. 2012). The-fiestibstitution 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 discardethas burn
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 wusing FigTree v1.4.4
(https://tree.bio.ed.ac.uk/software/figtree), and the exports were edited using Adobe lllustrator 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 AscomycotaCaval-Sm.
Subphylum Pezizomycotin®.E. Erikss. & Winka
ClassDothideomycete®.E. Erikss. & Winka
SubclassPleosporomycetida€.L. Schoch, Spatafora, Crous & Shoemaker
DyfrolomycetaleK.L. Pang, K.D. Hyde & E.B.G. Jones
Pleurotrematacea&Valt. Watson
Melomastia Nitschke ex Sacc., Conspectus generum pyrenomycetum italicorum systemate
carpologico dispositorum: 14 (1875)
Melomastiahas a global distribution, and the majority M&lomastiaspecies 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. 202ZA¢ sexual morph d¥lelomastiais characterized

by globose to subglobose, coriaceous to carbonaceous, ostiolate ascomata, bitusmated,8
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
Melomastiaremains undetermined. Manylelomastia species,including the type specieb.
mastoidealack molecular data.

Melomastia hydea&’.X. Yu & Jian K. Liu,sp. nov. Fig.1

Fungal Names number: FB3022; Facesoffungi number: FoF 17825

Etymologyi The speci hydea® eips t hat hdnor of Kevin |
contributions to mycology and in celebration of his 70th birthday.

Holotypei HKAS 149986

Saprobicon dead branches of wood. Sexual moybcomata389 633 x 415556 pum =
562 x 484 um, n = 10), visible as humerous, black, «raped structures on host surface, solitary,
gregarious, serimmersed, globose to compressed globose, carbonaceous, dark brown to black,
roughwalled, ostiolateOstioles124i 268 x 137189 um = 170 x 161 um, n = 15), neck crest
like, central, carbonaceous, dark brown to black, papillate, periphyses filling the ostiolar canal.
Peridium 19/ 32 um wide, twelayered, outer thick, carbonaceous and inner composed 6f 5
layers of hyaline cells dkxtura angularigo textura prismaticaHamatheciunil.6 2.9 um & = 2
pum, n = 15), composed of numerous, dense, filiform, unbranched, septate, cellular
pseudoparaphysefsci 106168 x 710 um (= 145 x 8.9 um, n = 30),-8pored, bitunicate,
cylindrical or subclavate, apically round, with a small ocular chani{senspored7i 22 x 6 8 um
(£ =20 x 7 um, n = 30), uniseriate, partial overlapping, ellipsoid with broad fusiform er8}, 2(
septate, constricted at the septa, hyaline glistening, with guttules in each cell,-sralbedhwith
mucilaginous sheaths. Asexual morph: Undetermined.

Culture characteristids 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 examinedi China, Sichuan Province, Mianyang City, Qiqu Mountain scenic spot,
31A40623'' N, 105A1161''E, 560 m elevation, or
Y.X. Yu, MYO5A (HKAS 149986, holotype), etype culture CGMCC 3.29112 = UESTCC
25.0251;bid., MY05B (HUEST 25.0065, isotype), @gotype UESTCC 25.0252.

Notesi Phylogenetic analysis results showed tlatomastia hydeaelustered with
M. italica, M. rhizophoraeand M. thailandicg but represented a distinct clade with high support
(98% ML, 1.00 BYPP) (Fig2). NCBI BLASTn searches of our collectioh]. guttatashowed
90.85% similarity toM. septataMFLUCC 22-0112) in the ITS sequence, 98.70% similarityMo
italica (MFLUCC 150160) in the LSU sequence, and 99.18% similarityiitorhizophorae(JK
5349A) in the SSU sequenddelomastia hydeashare similar ascus and ascospore morphology
with M. italica, M. rhizophoraeand M. thailandica However, Melomastia hydeadas larger
(19.6x7vs.10.114 pm) and 2{3)-septate ascospore when compareitatalica. In addition, the
ascospore ends of tielomastia hydeaare usually pale pointed, which differs fravh italica as
t he | atter s ascospor e has round t o acut e
Melomastia hydeaes easily differentiated fronM. rhizophoraeand M. thailandicaby having the
ellipsoid with broad fusiform ends, -3)-septate, and smoacthalled ascospore (Hyde et al. 2016,
Dayarathne et al. 2020). TherefoMelomastia hydeaes introduced as a new species based on
morphological characters and phylogenetic evidence.

JahnulalesK.L. Pang, AbdeMWahab, EIShar., E.B.G. Jones & Sivichai

Aliguandostipitaceadnderb.
BrachiosphaeraNawawi, Transactions of the British Mycological Society 67 (2): 213 (1976)
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Figure 17 Melomastia hydeafHKAS 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 Hamatheciumiilh Asci (1) in Lugol 6s i odine. m
(n) pedicel it Asgosperesd{fe) obn Lugol 6s iod
ink showing the mucilaginous sheath. x Germinating ascospore. y, z Colony on PDA above and

below.Scale bars: d, e = 100 pnin) 20 pum, i, min, &' x = 10 pm.
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Pleurotremataceae

100

Melomastia pyriformis ZHKUCC 22-0175 T
Melomastia loropetalicola ZHKUCC 22-0174 T
Melomastia guangdongensis GMBCC 1046 T
Melomastia guangdongensis ZHKUCC 23-0040
Melomastia thamplaensis KUMCC 21-0671
Melomastia thamplaensis MFLUCC 15-0635 T
g * Melomastia aquilariae ZHKUCC 23-0088
33 Melomastia aquilariae ZHKUCC 23-0073 T
99 |bN— Melomastia winteri CGMCC 3.20621
iI-Melomastia Sfusispora CGMCC 3.20618 T
Melomastia fusispora UESTCC 21-0001
>’ Melomastia puerensis ZHKUCC 23-0802 T
Melomastia puerensis ZHKUCC 23-0803
82 Melomastia distoseptata MFLUCC 21-0102
Melomastia oleae UESTCC 21-0003
Melomastia oleae CGMCC 3.20619 T
Melomastia oleae UESTCC 21-0005
100 Melomastia oleae UESTCC 21-0006
Melomastia maomingensis GZCC 23-0619
L Melomastia maomingensis ZHKUCC 23-0038 T
- Melomastia beihaiensis KUMCC 21-0084 T
100] Melomastia hydeae UESTCC 25.0042 T
8911 Melomastia hydeae UESTCC 23.0579
Melomastia italica MFLUCC 15-0160 T
— ' Melomastia septata MFLUCC 22-0112 T
— Melomastia fulvicomae MFLUCC 17-2083 T
Melomastia thailandica MFLU 17-2610
Melomastia rhizophorae JK 5456A
Melomastia rhizophorae BCC 15481
9, Melomastia hydeae UESTCC 25.0251 T
Melomastia hydeae UESTCC 25.0252
761 Melomastia sichuanensis CGMCC 3.20620 T
Melomastia sichuanensis UESTCC 21-0008
Melomastia clematidis MFLUCC 17-2092 T
—— Melomastia maolanensis GZCC 16-0102 T
85 Dyfrolomyces chromolaenae MFLUCC 17-1434 T
Dyfrolomyces tiomanensis MFLUCC 13-0440 T
Melomastia phetchaburiensis MFLUCC 15-0951 T
Zﬁ— Melomastia neothailandica MFLU 17-2589 T

99

100

100

98

Melomastia sinensis GMBCC 1008
Melomastia sinensis MFLUCC 17-2606
Melomastia sinensis MFLUCC 17-1344 T
Melomastia sinensis MFLU 17-0777
Melomastia yunnanensis GMBCC 1009 T
Melomastia yunnanensis GZCC 23-0621

100 — Anisomeridium phaeospermum MPN539

0.05

L Anisomeridium ubianum MPN94

Melomastia

Dyfrolomyces

Melomastia

Outgroup

Figure 21 ML tree based on the combined LSU, SSU wit-Usequences, representing the genus
Melomastiaand 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 lwihnisomeridium phaeospermufiPN539) andAnisomeridium
ubianum(MPN94). Ex-typestrains are indicated in bold. The new taxon is indicated in red.

Brachiosphaerawas introduced by Descals et al. (1976) based on the type spBacies

tropicalis, along with a new combinatiorBr. jamaicensis (= Actinospora jamaicensjs
Brachiosphaerabelongs toAliquandostipitaceadJahnulales Dothideomycetgs 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 specieg,, Br. jamaicensigtype species)Br. radiaticonidiosa Br.
tropicalis, are accepted iBrachiosphaeraand all of them have been reported from freshwater
habitats (Calabon et al. 2022, Xu et al. 2025).

Brachiosphaera hydeK.J. Xiao, N.G. Liu & Y.Z. Lu, sp. nov. Fig. 3
FungalNames number: FN 572851; Facesoffungi number: FoF 17809
EtymologyT The specific epithet Ahydei o is in

contributions to mycology and in celebration of his 70th birthday

Holotypei GZAAS 250534

Saprobicon submerged rotting wood from a freshwater stream. Sexual morph: Undetermined.
Asexual morph: Hyphomycetou€olonieson natural substrate effuse, grey, shiMycelium
immersed in the substratum, composed of branched, septate, hyaline to brown hyphae.
Conidiophore219 328 x 1018 pum @ = 273 x 13 um, n = 20), erect, flexuous, subcylindrical or
sometimes moniliform, mostly simple, septate, subhyaline to brown, paler towards the apex, thick
walled.Conidiogenous cell$3/ 23 x 917 pm (€ = 18.5 x 14 um, n = 20), monoblastic, integrated,
terminal, cylindrical to variously shaped, subhyaline to pale brown, sm@othdia37i 56 um
(¥ = 45 um, n = 20) diam., globose to subglobose, filled with numerous small globose globules,
hyaline, furnished with B8 radiating arms, hyalinej @ septate, smooth, P9 x 510 um ( = 40

x 8 um, n = 30).
Culture characteristics Conidia germinating on PDA within 12 h and germ tubes producing
from conidi al ar ms. Col onies reaching up to

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 China, Guizhou Province, Zunyi City, Tian E Bao Forest Park, N
28A31Nj59n, E 106A1N59n, elevation 941 m, on
2022, X.J. Xiao, TEB1 (GZAAS 28534, holotype)ex-type cultureGZCC 250519.

Notesi Our collection differs fronBr. jamaicensidy having smaller (356 umvs. 55 66
pm) conidial body. Besides, our collectibas less (@8 vs.10i 14) conidial arms than those Bf.
jamaicensis(Descals et al. 1976)n our phylogenetic tree (Fig. 13yur strain GZCC 28519
formed a sister clade ®r. radiaticonidiosa(KUNCC 2417943) with 84% ML and 1 PP support.
Although, Br. hydeiand Br. radiaticonidiosashare 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 speclessed on recommendations outlined by Jeewon & Hyde
(2016). Presently, fivBr. tropicalisstrains (SS2523, SS2724, SS2944, SS2522,-E1Bave been
deposited in GenBank. In our phylogenetic analysis @jigstrain SS2523, SS2724 and SS2944
grouped together, and strain SS2522 and El1®&med a distinct, clade respectively. We infer
these strains may represent three different species. Fresh collections are needed to resolve this issue

MinutisphaeralesRaja, Oberlies, Shearer & A.N. Mill.
Acrogenosporaceadayasiri & K.D. Hyde
AcrogenosporaV.B. Ellis, Dematiaceous Hyphomycetes: 114 (1971)

Acrogenosporavas introduced by Ellis (1971) witA. sphaerocephalas the type species.
Sexual morph ofAcrogenosporavas linked toFarlowiella, 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).
Acrogenosporas 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).
Acrogenosporgresently comprises 27 species (Species Fungorum 2025).
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Figure 31 Brachiosphaera hyddiGZAAS 250534 holotype). a Colonies on dead wood surface.
bi g Conidiophores, conidiogenous cells and conidia. h Germinated conidium. i, j Colony on PDA
(i from above, j from below). Scale bars: b, ¢ = 100 pit, d 50 pm.




Xylomyces chlamydosporus SS0807

Xylomyces
Xyvlomyces chlamydosporus SS2917
75/0.92 Jahnula appendiculata BCC11400 Jahnula
Jahnula bipileata ATCC MYA 4173
Ascagilis seychellensis A492 ..
711 Ascagilis

Ascagilis seychellensis SS2113.2
%Jahnula dianchia KUMCC 17-0034 Xylomyces

Jahnula sangamonensis F81-1

Brachiosphaera tropicalis SS2523

77/-
89/1 84/0.92| Brachiosphaera tropicalis SS2724

Brachiosphaera tropicalis SS2944 Brachiosphaera
Brachiosphaera radiaticonidiosa KUNCC 24-17943
Brachiosphaera hydei GZCC 25-0519

Brachiosphaera tropicalis E192-1

84/1

93/0.98

100/1

Brachiosphaera tropicalis SS2522
Neojahnula australiensis MFLUCC 15-0975 Neojahnula

95/1 I: Jahnula granulosa SS1567
76/- Jahnula oblonga ZHKUCC 22-0223

88/0.99

76/- Jahnula
100/1 —— Jahnula rostrata F4-3
99/1 Jahnula aquatica R68-1
100/1[ Megalohypha aqua-dulces AF005-2a Xylomyces

— Megalohypha aqua-dulces AF005-2b
—99“‘: Aliquandostipite crystallinus F83-1 Aliquandostipite
Aliquandostipite khaoyaiensis CBS 118232

100/1] Manglicola guatemalensis BCC20156

| Manglicola guatemalensis BCC20157 Outgroup

0.03

Figure 4 7 ML tree based on the combined LSU and ITS sequences, representing the family
AliquandostipitaceaeBootstrap support values for ML greater than 75% and PP greater than 0.95
are given near nodes as MAS/PP. The tree is rooted wikltanglicolaguatemalensi$BCC20156

and BCC2013). The new taxon is indicated in bold and red.

Acrogenospora hydeX.J. Xiao, N.G. Liu & Y.Z. Lu, sp. nov. Fig. 5
FungalNames number: FN 572843; Facesoffungi number: FoF 17802
EtymologyT The specific epithet Ahydei 0 i s i n

contributions to mycology and celebration of his 70th birthday.

Holotypei HKAS 132134

Saprobicon submerged rotting wood in a freshwater stream. Sexual mdruletermined.
Asexual morph:Colonieson natural substrate effuse, dark brown, scattered, spgdssmlium
immersed, composed of septate, branched, dark brown, smooth h@pinédiophoresl37 356 x
8115 um ( = 252 x 11.5 um, n = 20), macronematous, mononematous, solitary, erect, long,
straight or slightly flexuous, cylindrical, dark brown at base, paler towards apex, unbranched,
septate, thickvalled. Conidiogenous cellsnonoblastic, integrated, terminal, brown, percurrent
proliferating. Conidia 22/44 x 2332 uym (¥ = 30 x 27 ym, n = 25), acrogenous, solitary,
subglobose, ellipsoidal to pyriform, dark brown when mature, aseptate, verrucose.

Culture characteristics 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 examinedi China, Guizhou Province, Qiannan Prefecture, Weng'an County,
Zhujiashan National Foresa@ k, N 26 A58Nj8nj, E 107A37Nj5nj, el
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from a freshwater stream, 27 August 2023, X.J. Xiao, BRAS 132134, holotype)ex-type
cultureGZCC 240022.

Notesi In our phylogenetic treéFig. 7), our strains GZCC 208022 and GZCC 20108
grouped together and is sister to two strainf\afogenospora carmichaelianggMR11021 and
CBS 164.76) and three strains A&f alticampestriicola(KUNCC 10428, KUNCC 2418055 and
KUNCC 24-18056).Acrogenospora hydeliffers fromA. carmichaelianay having larger conidia
(22144 x 2332 umvs 1932 x 1323.5 um) (Goh et al. 1998). Besides, ITS comparison shows
there are 5.1% (28 out of 551, including 4 gaps) differencesAvidarmichaeliangFMR11021).
Acrogenospora hydedliffers from A. alticampestriicolaby having much shorter conidiophores
(1371356 pmvs. 318 589 um) and ellipsoidal to pyriform, larger conidiai{(22 x 23 32 umvs
21130 x 2030 pm) (Xu et al. 2025). TS comparison shows there are 4.6% (25 out of 544 bp,
including 4 gaps) differences with the-gype (KUNCC 10428) oA. alticampestriicolaTherefore,
we introduce a new specigs;rogenospora hydéd accommodate our collection.

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

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

Etymologyi The s peci kevibanae piid heh HRonor of Kevin
contributions to mycology and in celebration of his 70th birthday.

Holotypei HKAS 136241

Saprobicon submerged rotting wood from a freshwater stream. Sexual morph: Undetermined.
Asexual morph:Colonieson natural substrate effuse, dark brown, haMyceliumimmersed,
composed of septate, branched, dark brown, smooth hypba&liophorest04 588 x 8 15 um (€
=476 x 11.6 um, n = 20), macronematous, mononematous, solitary, erect, long, straight or slightly
flexuous, cylindrical, dark brown at base, paler towards apex, unbranched, septateali@idk
Conidiogenous cellblastic, integrated, initially terminal, later becoming intercalary, percurrent
proliferating brown.Conidia22i 37 um (€ = 27.5 ym, n = 25) diam., acropleurogenous, solitary,
globose, dark brown when mature, aseptate, smooth.

Culture characteristick 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 examinedi China, Guizhou ProvinceQiannan Prefecture, Weng'an County,
Zhujiashan National Forest Park, N2268& 8N , E 10E 37 5N, elevation 958 m, on decaying
wood from a freshwater stream, 27 August 2023, X.J. Xiao, ZdBAE 136241, holotype), ex
type culture GZCC 20108.

Notesi Acrogerospora keviniana (GZCC 240108) formed a sister clade with. hydei
(GZCC 240022 in our phylogenetic tree (Fi@). Acrogenospor&evinianadiffers fromA. hydei
by having longer conidiophore44i 588 umvs.137 356 um). Besidesicrogenospor&eviniana
only possesses globose conidia, whiléhydeihas sulglobose, 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 20108. Therefore, we introduce the collection GZCE2088 as a new species,
namelyAcrogenospor&eviniana

Pleosporaled.uttr. ex M.E. Barr

Dictyosporiaceaé8oonmee & K.D. Hyde

VikalpaM. J . Désouza, Boonmee, Bhat & K. D. Hy de, F
Vikalpawas established by Boonmee et al. (2016) to accommodate a group of hyphomycetes

with cheiroid conidia, withV. australiensisas 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 olikalpa 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, Chinayiz, V. dujuanhuensjsv. grandisporaV. lignicola, andV. sphaericaare reported

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

Figure 51 Acrogenospora hydéHKAS 132134, holotype). & Colonies on natural substrate.
ci e Conidiophores and conidia.i fConidiogenous cells and conidiél Conidia. m, n Colony on
PDA (m from above, n from belowcalebars: ¢, d = 100 um,je=50 pm jil =20 um.
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Figure 67 Acrogenospor&eviniana(HKAS 136241 holotype). a, b Colonies on natural substrate.
¢, d Conidiophores and conidid.hreConidiogenous cells. i Conidia. j, k Colony on PDA (j from
above, k from below)Scalebars: ¢, d = 100 pm,ie= 50 pm.

Vikalpa hydeiH.W. Shen & Z.L. Luo, sp. nov. Fig.8
Fungal Names number: FN 573029; Facesoffungi number: FoF 17846
EtymologyT The specific epithet Ahydei 0o is i n

contributions to mycology and in celebration of his 70th birthday

Holotypei HKAS 145699

Saprobicon submerged decaying wood in a freshwater River. Sexual morph: Undetermined.
Asexual morph: HyphomycetouSolonieson natural substrate, punctiform, sporodochial, scattered,
brown to dark brownMyceliumcomposed of immersed or partly superficial, septate, branched,
hyaline to pale brown hypha€onidiophoresmicronematous, mononematous, sepntaylindrical,
unbranched, hyaline to pale brown, smewatiled, sometimes reduced to conidiogenous cells.
Conidiogenous cells4i5.5(6.5) x (3)3.54 em=( 4.5 1 4 &m, n =
subcylindrical, subglobose, septate, hyaline to pale brown, sma@dlid. Conidia (441 )46 50(i
52) x (13)14i17G1 9) xe=m 4(8 1 SO =51.98 I8 n = 50), solitary, cheiroid, pale brown
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to brown, consisting of three rows of cells in different planegl4Zells in each row, euseptate,
irregular, constricted at the septa, guttulate, each roin86.5¢ m wi d e , with gl obo
gelatinous appendage$, 60 e m di a m.

94/0.95] Acrogenospora alticampestriicola KUNCC 24-18055

9200.96]'  Acrogenospora alticampestriicola KUNCC 24-18056

Acrogenospora alticampestriicola KUNCC 10428
e Acrogenospora carmichaeliana FMR11021
9810.97) ' Acrogenospora carmichaeliana CBS 164.76
Acrogenospora hydei GZCC 24-0022
Acrogenospora keviniana GZCC 24-0108
Acrogenospora verrucispora MFLUCC 18-1617
W0IL gerogenospora verrucispora MELUCC 20-0098

] Acrogenospora guizhouensis GZCC 22-2022
[_1 genospora g

100/
83/- Acrogenospora sphaerocephala MFLUCC 16-0179
M Acrogenospora olivaceospora MFLUCC 20-0096
Acrogenospora stellata AMI-SPL1243

Acrogenospora subprolata MFLUCC 18-1314
g Acrogenospora aquatica MFLUCC 16-0949 Acr ogenospora
98/1] + Acrogenospora aquatica MFLUCC 20-0097
Acrogenospora guttulatispora MFLUCC 17-1674

oxil Acrogenospora yunnanensis MELUCC 18-1611

Acrogenospora yunnanensis MFLUCC 20-0099
Acrogenospora submersa MFLUCC 18-1324
_|:4crogenmpora basalicellularispora MFLUCC 16-0992

97/1

100/1

Acrogenospora carmichaeliana CBS 206.36

Acrogenospora obovoidspora MFLUCC 18-1622
100/1| Acrogenospora taiwanica 4343
10071 Acrogenospora taiwanica 5903
———— Acrogenospora thailandica MFLUCC 17-2396

Acrogenospora terricola PS3417
dcrocenospora terricola v
10071 Acrogenospora terricola PS3610
Acrogenospora guangxiensis ZHKUCC 24-0794

100/1| Acrogenospora alangii KUNCC 23-14553
| Acrogenospora alangii UESTCC 23-0140

100/1|: Minutisphaera fimbriatispora A242 8a
Minutisphaera japonica JCM 18560

0.03

99/1

Figure 7 i ML tree based on the combined LSU, ITS, SSph2, andtefl-U sequence
representing the gendsrogenspora Bootstrap support values for ML greater than 75% and PP
greater than 0.95 are given near nodes asB@IPP. The tree is rooted witdinutisphaera
fimbriatispora(A242-8a) andMinutisphaera japonicgJCM 18560). The new taxa are indicated in

bold and red.

Culture characteristics Conidia germinating on PDA within 12 h and germ tubes produced
at ends. Colony growth on PDA; reaching about 2.6m in three weeks at room temperature.
Mycelium papillary in the middle part, dense, creamy yellow, sparse, white at edge; brown to
reddishbrown on the reverse side.

Material examinedi China, Yunnan Rvince, 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, holotypedxtype culture DLUCC 4504

Notesi Phylogenetic analysis showed thékalpa hydeiclustered withinVikalpaclade with
100% ML and 1.00 PP support (F@. Morphologically,V. hydiconforms 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). Howe¥.enydeican be distinguished by otheikalpa
species by longer conidia than dujuanhuensig384 9 eV yrandispora(38i4 9 e\m) ,
australiensis(36i4 3  eWnfjeycinetiag(31i14 3  eMrlignicola(25/4 0 . 5 V.enmmcjonesiaca
20030 €& m). sphaedca(26i13 0 € m) (Sutton 1985, Mc Kenzi e
Shen et al. 2022, Liu et al. 2024c). In additignhydeidiffers fromV. lignicolaand
V. micronesiacan having appendages, whi lignicola and V. micronesiacdack appendages
(Boonmee et al. 2016). In a BLASTn search of NCBI, the closest matches of the LSU sequence of
V. hycei (HKAS 145699 with 99% (819/824 bp, without gap) similarity, wasvtasphaericgstrain
CGMCC, 3.20682, OP526649); the closest matches with the SSU sequence with 99% (1013/1016
bp, without gap) similarity, was téAquadictyospora lignicola(voucher HUEST, 23.0213,
PP925653); and the closest matches wititélieU s equences with 98% (915
similarity, was toV. sphaerica(strain CGMCC 3.20682, OP542241). Therefore, based on
morphological and sequence dafahydeiis introduced as a new species from freshwater habitat.

Hermatomycetaceakocq. ex A. Hashim. & Kaz. Tanaka
HermatomycesSpeg., Anal. Mus. nac. B. Aires, Ser. 3 13: 445 (1910)

Hermatomycesvas established by Spegazzini (1910) to accommaddlatecumanensisThe
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 d#lcolumns of R12 cells (Tibpromma et al.
2016, Hashimoto et al. 2017, Koukol et al. 2018, Ren et al. 2021). Spediesoatomycesre
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). -fivetgpithets oHermatomyceare
listed in the Index Fungorum database, but only 27 species are recogteretomycespecies
are primarily saprobes on dead plant debris in terrestrial habitats, with the exceptitn of
hainanensi@ndH. hongheensjsvhich 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 xizangens(S.L. Zhao, N.G. Liu & Y.Z. Ly Mycokeys (2025) Fig. 10
FungalNames number: FN 573046; Facesoffungi number: FoF 17658
Saprobicon decaying submerged wood in a freshwater river. Sexual morph: Undetermined.
Asexual morphColonieson natural substrate effuse, superficial, scattered, conspicuous, glistening,
flattened, brown to blackMycelium mostly immersed, consisting of branched, septate, smooth,
thin-walled, pale brown to brown hyphaeonidiophores micronematous, mononematous,
cylindrical, erect, pale brown to brown, unbranched, smooth, -thidled. Conidiogenous alls
holoblastic, short, cylindrical, hyaline, thiskalled, terminal, determinate, often arising directly on
the superficial myceliumConidia (34i )40i 45( 48) x (29)32136(G(3 8 ) x&=m 4(2 | S34 & m,
2.3x 1.9 n = 50), solitary, dry, subgtmse to broaellipsoidal, 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 81 Vikalpa hyde(HKAS 125817 holotype). a, b Colonies on the substratum.

ci e Conidiophores, conidiogenous cells, and conidia. f, g Conidia with globose to subglobose,
gelatinous appendages. h Germinated conidium. i, j Culture on PDA (from abofrerartaclow).

Scale barsiih = 20 & m.

Cultural characteristicsi Conidia germinating on PDA and germ tubes produced from
peripheral cells of conidium within 12 h. Colonies on PDA, reachinig2155cm after one month at
room temperature, surface hyphaeygoeown, fluffy, flocculent; reverse side greyish brown to
brown, dense, cracked in the middle.

Materialexamined 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) iving cultureKUNCC 23-15937.
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96/1.00 |

100/1.00

100/1.00[

0.03

100/1.00 [ Dictyocheirospora multiappendiculata KUNCC 22-10734 T
Dictyocheirospora multiappendiculata KUNCC 22-10736
Dictyocheirospora suae KUNCC 22-12424 T
Dictyocheirospora xishuangbannaensis KUMCC 17-0181 T
75/0.98 Dictyocheirospora xishuangbannaensis MFLUCC 17-2087

100/1.00

1007100 Dictyocheirospora pseudomusae yone 234 T

Dictyocheirospora submersa ZHKUCC 24-0001 T
Dictyocheirospora metroxylonis MFLUCC 15-0028b T
Dictyocheirospora clematidis MFLUCC 17-2089 T
Dictyocheirospora chiangmaiensis MFLUCC 22-0097 T

100/1 ‘OOI: Digitodesmium chishuiense GZCC 20-0510 T
Digitodesmium aquaticum MFLU 22-0203 T

16/0.98 100/1.00| Digitodesmium polybrachiatum COAD 3174 T
Digitodesmium polybrachiatum COAD 3175

Digitodesmium tectonae NFCCI 4878 T

Vikalpa australiensis HKUCC 8797
Vikalpa grandispora KUNCC 22-12425 T
A0 Mﬂ& Vikalpa sphaerica CGMCC 3.20682 T
l Vikalpa hydei HKAS 145699 T

Vikalpa dujuanhuenesis KUNCC 22-12670 T

96/1.00 100/1.00| Jalapriya pulchra MFLUCC 17-1683
100/1.00 Jalapriya pulchra MFLUCC 15-0348 T

Jalapriya toruloides CBS 209.65
Neodigitodesmium cheirosporum UESTCC 22-0020 T
Dictyosporium olivaceosporum KH 375 T

Dictyosporium tetrasporum KT 2865 T
Dictyosporium muriformis GZCC 20-0006 T
Dictyosporium hughesii K 1847 T

Dictyosporium variabilisporum ZHKUCC 24-0003 T
Dictyosporium hongkongensis KMUCC 17-0268 T
Dictyosporium guttulatum MFLUCC 16-0258 T
Dictyosporium tratense MFLUCC 17-2052 T
Dictyosporium digitatum ZHKUCC 24-0004

100/1.00 [ Pseudodictyosporium thailandica MFLUCC 16-0029 T
Pseudodictyosporium elegans CBS 688.93 T

Periconia igniaria CBS 379.86

L— Periconia igniaria CBS 845.96

Dictyocheirospora pandanicola MFLUCC 16-0365 T Dictyocheirospora

Digitodesmium

Vikalpa

Jalapriya

Neodigitodesmium

Dictyosporium

Pseudodictyosporium

Outgroup

Figure 97 ML tree based on the combinélS, LSU, SSU andefl-Usequencegepresenting the

family DictyosporiaceaeBootstrap support values for ML equal to or greater than 65% and PP

values equal to or greater than 0.95 are given near nodes &SNPP. The tree is rooted with
Periconia igniaria(CBS 379.86 and BS 845.96) Extypest r ai ns

taxon is indicated in bold and red.

are mar ked

Notesi Hermatomyces xizangensigas introduced byhaoet al (2025)on dead vines of

Puerariasp. from Xizang Autonomous Region, China. Morphologically, our collection resembles

He. xizangensis (HKAS 149902 in having

lenticular conidia with

largely overlapping

measurement (4@5 x 323 6 es.261 48 x 1739 pm)(Zhaoet al 2025) Besides, IT&ndtefl-
Ucomparisos showedthere are onlpne gap (797bp) and one bp (941bp) differena=spectivey.
Therefoe, we identify our collection adermatomyces xizangensand report it from a freshwater

habitat for the first time

Neohendersoniacead. Giraldo & Crous

AquaguizhoumyceX.J. Xiao, N.G. Liu & Y.Z. Lu, gen. nov.
Fungal Names number: FN 572846; Facesoffungi number: FoF 17804
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Etymologyi The speci fic epithet fAAquaodo reffefers s t o
to the location where the fungus was collected.

Saprobicon submerged wood from a freshwater habitat. Sexual morph: Undetermined.
Asexual morph:Colonies on natural substrate effuse, black, gregariddgcelium immersed,
composed ofight brown to brown, branched, smooth hyphaenidiophoressemimacronematous,
mononematous, flexuous, simple or branched, pale brown to brown, septateywabeck
Conidiogenous cellsnonoblastic, integrated, terminal, pale brown to brown, smaddtmnidia
solitary or catenate, oblong with obtuse ends, septate, olivaceous brown to dark brown, verrucose.

Type specie$ AquaguizhoumycesiydeiX.J. Xiao, N.G. Liu &Y.Z. Lu

Figure 107 Hermatomyces xizangens{$lKAS 145709). a, b Colonies on the natural substrate. c
Conidiophores and conidiumi g Conidia h Germinated conidium i, j Culture on PDA. Scale bars:
cch = 30 &m.
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Hermatomyces amphisporus CBS 146613

Hermatomyces amphisporus CBS 146614
Hermatomyces anomianthi MFLUCC 21-0202 T
Hermatomyces nabanheensis KUMCC 16-0149 T
Hermatomyces turbinatus MFLUCC 21-0038 T
Hermatomyces bifurcatus CCF 5899
Hermatomyces bifurcatus CCF 5900 T
Hermatomyces sphaericus PMA 116080
0/1 Hermatomyces sphaericus PRC 4104
Hermatomyces sphaericus MFLUCC 21-0036
100/1[: Hermatomyces indicus MFLUCC 14-1143 T
Hermatomyces bauhiniae MFLUCC 16-0395 T
100 /_|| Hermatomyces megasporus CCF 5898 T
Hermatomyces megasporus CCF 5897
— Hermatomyces reticulatus CCF 5893
Hermatomyces hainanensis GZCC 23-0592 T
Hermatomyces nyingchiensis GZCC 25-0849 T
Hermatomyces tucumanensis CCF 5912

97/1

90/1

Hermatomyces

100/1
Hermatomyces tucumanensis CCF 5915

100/1] Hermatomyces trangensis BCC 80741 T

97/1 Hermatomyces trangensis BCC 80742
100/1 Hermatomyces jinghaensis HKAS 112167 T
Hermatomyces clematidis MFLUCC 17-2085 T
100/|| Hermatomyces maharashtraense NFCCI 4879 T
92/1 Hermatomyces maharashtraense NFCCI 4880
Hermatomyces griseomarginatus PRC 7203 T
Hermatomyces griseomarginatus PRC 7201

Hermatomyces constrictus CCF 5904 T
Hermatomyces hongheensis KUNCC 23-14231T
Hermatomyces sphaericoides CCF 5895

-10.97
99/1

100/1

100/1

Hermatomyces sphaericoides CCF 5908 T
Hermatomyces verrucosus CCF 5892
Hermatomyces verrucosus CCF 5903 T

lm)/]F Hermatomyces iriomotensis KH 361 T
Hermatomyces krabiensis MFLUCC 16-0249 T

Hermatomyces xizangensis KUNCC 23-15937
—W[Hermaromycex xizangensis GZCC 25-0853
-/0.99 Hermatomyces xizangensis GZCC 25-0850 T

100/1] Hermatomyces pyriformis UESTCC 23.0441
I Hermatomyces pyriformis CGMCC 3.27462 T

—“)M{:Anteaglonium parvulum MFLUCC 14-0823
Anteaglonium thailandicum MFLUCC 14-0816 OUtgroup

0.02

100/1

99/1

100/1

Figure 111 ML tree based on the commadITS, LSU,tefl-U  arpb2sequences, representing the
family Hermatomycetacea®ootstrap support values for ML equal to or greater than 65% and PP
values equal to or greater than 0.95 are given near nodes &SNP. The tree is rooted with
Cryptocoyneum akitaens€MAFF 245365) andCryptocoryneum brevicondensatu(MAFF
245366) Theex-typest r ai ns are marked with AT" and the

Agquaguizhoumyces hyde{.J. Xiao, N.G. Liu & Y.Z. Lu, sp. nov. Fig. 12

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

EtymologyT The specific epithet Ahydei 0 i s i n
contributions to mycology and in celebration of his 70th birthday.

Holotypei HKAS 136240

Saprobicon submerged rotting wood from a freshwater stream. Sexual morph: Undetermined.
Asexual morph:Colonies on natural substrate effuse, black, gregariddgcelium immersed,
composed of light brown to brown, branched, smooth hypgbaeidiophoressemimacronematous,
mononematous, flexuous, apex swollen, simple or branched, pale brown to brown, septate, thick
walled. Conidiogenous cell8i 28 x 35 um (€ = 14.5 x 4 ym, n = 25), monoblastic, integrated,
terminal, pale brown to brown, smoot@onidia 33149 x 1117 um & = 40 x 14 um, n = 30),
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solitary or formed in short chains, oblong with obtuse end3%.s@ptate, olivaceous brown to dark
brown, verrucose.

Culture characteristick 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 China, Guizhou Province, Liupanshui City, Shuicheng County, Yushe
Nati onal Forest Park, N 26A27Nj17nj, E 104A48N;
freshwater stream, 27 February 2023, X.J. Xiao, YSSKIAS 136240, holotype)kx-type culture
GZCC 240084.

Notesi Eight genera are accommodatedNieohendersoniaceadmong themBrevicollum
Neobrevicollumand Pseudoneohendersonomly have sexual morphs (Tanaka et al. 2017, Li et al.
2023, Yang et al. 2024). Asexual morph of other six generaAngayenographiumCrassiparies
MedicopsisNeohendersoniandNeomedicopsiaere reported as coelomycetole(Gruyter et al.

2013, Wijayawardene et al. 2016, Giraldo et al. 2017, Tanaka et al. 2017, Crous et al. 2019a).
Aquaguizhoumyceds the first hyphomycetous asexual morphic genus accommodated in
Neohendersoniaceae

Neomassariaceablitschke
NeomassaridMlapook, Camporesi & K.D. Hyde, Fungal Diversity 80: 74 (2016)

Neomassariavas introduced by Hyde et al. (2016) basedNwmom. fabacearupand was
originally classified inMassariaceagPleosporalesDothideomycetgs Ariyawansa et al. (2018)
described a second specidgom. formosanand established the familjleomassariacea¢o
accommodatéNeomassaria The sexual morph has immersed, globose to subglobose, brown to
dark brown ascomata with a central ostiolesp®red, bitunicate, oblong to cylindrical asci, and
ellipsoid to fusiform, hyaline,-septate ascospores with or without a gelatinous sheath (Hyde et al.
2016, Ariyawansa et al. 2018e Silva et al. 2022, Lu et al. 2025). The asexual morph of
Neomassarids sporidesmiunilike (Zhang et al. 2024, Sun et al. 2025). To date, ten species are
accepted ilNeomassariand all of them are reported from China and Thailand.

Neomassariadavidii N.G. Liu & Jian K. Liu, sp. nov. Fig. 14
Fungal Names number: FN 572894; Facesoffungi number: FoF 17834
Etymologyi The specific epithet Adavidiio is ir

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

Holotypei GZAAS 250545

Saprobicon decaying wood in terrestrial habit&exual morph: Undetermined. Asexual
morph:HyphomycetousColonieson natural substrate effuse, olivaceous brown, velygelium
partly immersed, composed of pale brown, branched, septate, smodth,bbwide hyphae.
Conidiophores39i 96(1 120) x 35 um, 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, tvaled, percurrently proliferating 13 times.
Conidiogenous celld0i17.5 x 3.55.5 um ¢ = 15x 4.5 um, n = 15), monoblastic, integrated,
terminal, cylindrical, brownConidia29i 56 x 6 8.5 um € = 39.5 x 7.5 um, n = 15), acrogenous,
solitary, obclavate, rostrate, median browin/-3eptate, septa darkened, verruculose, with truncate,
thickened and darkened base.

Culture characteristicsi 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 examinedi Thailand, Chiang Rai Province, Wiang Chiang Rung District, on
decaying wood in terrestrial habitat, 7 January 2020, N.G. Liu, CRJ5 (GZAAS45 holotype),
ex-type cultureGZCC 250531.
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Notesi In our phylogenetic tree (Fid.7), the strain GZCC 2B531 formed a sister clade
with Neom. fibraureadHKAS 138718) with maximunstatistical support. Morphologically, the
conidia of our collection are smaller {26 x 8.5 umvs.41196 x5512 em) compared

of Neom. fibraureadSun et al. 2025). Moreover, the phylogenetic analyses also suggest that our
collection represents a previously undescribed species.

Figure 12 i Aquaguizhoumyces hyd@iKAS 136240, holotype).,ab Colonies on dead wood
surface. ¢ Conidiophores and conidia. d, e Conidiophores. f Conidiogenous cell and conidium.
gi'i Conidia. j, k Colony on PDA (j from above, k from belo®alebars: ¢ = 50 pm,id = 20 pm.
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92/0.97| Brevicollum hyalosporum MAFF 243400
Brevicollum 99/1|~ Brevicollum hyalosporum MFLUCC 17-0071
—— Brevicollum versicolor HHUF 30591
10071 Neobrevicollum oleae CGMCC.3.25054
| Neobrevicollum oleae UESTCC 23-0086
Crassiparies quadrisporus HUEST 23-0143

75/-
97/;‘ Crassiparies quadrisporus HUEST 23-0144
100/1

Neobrevicollum
75/%

Crassiparies s

Crassiparies quadrisporus SNC02

Crassiparies yunnanensis KUMCC 21-0215

A marenograph iu Amarenographium solium MFLU 12-0059

Neohendersonia kickxii CBS.112403

Neohendersonia kickxii CBS.122938

Neohendersonia kickxii CBS.114276

Neohendersonia kickxii CBS.122941

Neohendersonia kickxii CPC 24865

{ Pseudoneohendersonia guangdongensis ZHKUCC 22-0305
100/1| Pseudoneohendersonia guangdongensis ZHKUCC 22-0306

| Pseudoneohendersonia guangdongensis ZHKUCC 22-0307

Aquaguizhoumyces hydei HKAS 136240 Aquaguizhoumyces

97/1 91/0.97
Neohendersoniq

Pseudoneohendersoni
100/1

Mediicopsis romeroi CBS.122784

96/1 . .

100/1 Medicopsis romeroi CBS 252.60 Medicopsis
Neomedicopsis prunicola CBS 145031 . .

PR o Neomedicopsis
Neomedicopsis chiangmaiensis MFLUCC 17-2457
1001 Camarosporidiella aborescentis MFLUCC 14-0604
—[ Outgroup

Camarosporidiella elongata CBS 171.55

0.02

Figure 137 ML tree based on the combined LSU and ITS sequences, representing the family
Neohendersoniacea8ootstrap support values for ML greater than 75% and PP greater than 0.95
are given near nodes as MAS/PP. The tree is rooted wit@amarosporidiella aborescentis
(MFLUCC 140604) andCamarosporidiella elongatéCBS 171.55). The new taxon is indicated in
bold and red.

Neomassaria hydea¥ Xiao & Jian K. Liu, sp. nov. Fig. 15

Fungal Names number: FA¥3023; Facesoffungi number: FoF 17833

Etymologyi The speci hydea@ eipst het hdnor of Kevin |
contributions to mycology and in celebration of his 70th birthday.

Holotypei HKAS 149996

Saprobicon dead branches @amellia sinensisSexual morphAscomatal70 200 x 200

290 £m 190 I 260 em, n = 10), solitary or s
erumpent, visible as black dots on the host surface, unilocular, globose to subglobose, brown to
dark brown.Ostiole central. Peridium10i2 0 e m wi de, compr i siexttuga | i gt
angularis inner cells hyaline, fusing at the outside indistinguishable from the host tissues.
Hamathecium comprising 12 eEm wi de, cylindrical t o fi
pseudoparaphysefsci80i125x 1225 e&m 905 [ 19 epored, bitunicate2dblpng 8
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to cylindrical, short pedicellate, with ocular chamifescospore®0i30 x 59 eax (26 | 8 ¢
n = 30), overlapping i2-seriate, hyaline to brown, ellipsoid tosftorm, l-septate, with two oll
globules at each end. Asexual morph: Undetermined.

Culture characteristicss 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.

Materialexamined China, Sichuan Province, Chengdu City, Dujiangyan City, Chaxi Villege,
31° 3' 60"N, 103° 41' 40"E, elevation 720 m, on dead branch&awiellia sinensis26 March
2024, Y. Xiao, X5 HKAS 149996, holotype), ewype culture CGMCC 3.29116= UESTCC
25.0102;bid., 26 March 2024, X8 (HUEST 25.0082), UESTCC 25.0103.

Notesi Neomassaria hydeds phylogenetically close thleom. thailandicgMFLUCC 21-

0193) and represents as a distinct lineage (Hig). Additionally, the nucleotide base pair
comparison betweeNeom. thailandicgex-type strain, MFLUCC 21-0193 andNeom caffearius

(ex-type strain, UESTCC 25.0102) revealed 33/605 bp (5.5%, without gaps) of ITS, 36/996 bp
(3.6% without gaps) afpb2 and 37/995 bp (3.7%, without gapskefi-U di f f er ences . F
there are differences in the size of #momata, whkhickness, as well as the color and shape of

the spores. The spores Meom thailandicaare hyaline, lack oil globuleDg Silva et al. 2022),

while the spores oNeom hydeaebecomehyaline to brown and contain two distinct oil globules.
Therefore/Neom hydeads introduced as a new species with the justification of phylogenetic and
morphological evidence.

Neomassari&kevinianaN.G. Liu & Jian K. Liu, sp. nov. Fig. 16
Fungal Names number: FN 572895; Facesoffungi number: FoF 17835
EtymologyiThe specific epithet Akevinianao i s |

contributions to mycology and in celebration of his 70th birthday

Holotypei GZAAS 250546

Saprobicon decaying wood in terrestrial habitat. Sexual morph: Undetermined. Asexual
morph: HyphomycetousColonies on natural substrate effuse, dark brown to black, velvety.
Myceliumpartly immersed, partly superficial, composed of pale brown, branched, septate, smooth,
21 3 um wide hyphaeConidiophoresaup to 660 um long, main stipé 87 um wide, branchi4 pm
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, thiekalled. Conidiogenousells10i 19 x 3.55.5 ym =14 x 4.5 ym, n =
20), monoblastic, terminal, integrated, cylindrical, bro@onidia49i 82 um € = 59.5 um, n = 20)
long, 812 um € = 9.5 um, n = 20) wide at the broadest52um (& = 3.5 um, n = 20) wide at base,
acrogenous, solitary, obclavate, rostrate, olivaceous brown, upgdepidte, slightly constricted at
the darkened septa, verruculose.

Culture characteristic§ 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 China, Guizhou Province, Guizhou Academy of Agricultural Sciences,
on decaying wood in terrestrial habitat, 18 July 2020, N.G. Liu, NKY006 (GZAA®525,
holotype), extype, GZCC 250532.

Notesi In the phylogenetic tre@~ig. 17), our strain GZCC 28532 formed a distinct clade
and clustered witiNeom. camelliadCGMCC 3.25585 and UESTCC 2354), Neom. hydeae
(UESTCC 25.0102 and UESTCC 25.0108gom. sichuanens(€GMCC 3.25586 and UESTCC
23-0158), andNeom. thailandic)f MFLUCC 21-0193) Among them,Neom. hydea@and Neom.
thailandicaare only known from their sexual morphs, precluding a morphological compalison (
Silva et al. 2022, this study). Our collection differs frdlaom. camelliaandNeom. sichuanensis
by the distinct conidiophores. Moreover, our collection has smaller codi@i&4 x 8i 12 um vs.
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701190 x 920 pum) than those ofNeom. sichuanensis(Wu et al. 2025) Based on these
morphological differences and the phylogenetic result, we propose our collection as a new species.

¢ -
» - s
A ’ -
&
\\4
)

Figure 141 Neomassariadavidii (GZAAS 250545, holotype). a, b Colonies on natural substrate.
ci f Conidiophores and conidiai gConidia. k Germinated conidium. Scale bars: a = 300 um,
b =50 pum, €l =15 pm.




Figure 157 Neomassaria hydea@#lKAS 149996 holotype)ai ¢ appearance of ascomata on host
surface. d vertical section through ascoma. e peridium. f hamatheéikmsg. T o ascospores.
p, g Colony on PDA (above and belowyale bars: d = 80m, g j=20em, e, f, kn = 10em.
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Figure 16 7T Neomassariakeviniana (GZAAS 250546 holotype). a, b Colonies on natural
substrate. ¢ Conidiophores and conidiay €onidiogenous cells and conididkhConidia.
| Germinated conidium. Scale bars: 8&um, d g = 20 pum, il = 25 pum.

ParabambusicolaceaKaz. Tanaka & K. Hiray.
ParamonodictysN.G. Liu, K.D. Hyde & J.K. Liu, Fungal Diversity 100: 90 (2020)
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Hyde et al. (2020a) introduced the monotypic geRasamonodictysso accommodate a
monodictyslike speciesP. solitaria Asexual morph oParamonodictydas 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 obsParathonodttysoccurs on both
terrestrial and freshwater habitats, andPalfamonodictyspecies are reported from China to date.

99/11 Neomassaria camelliae CGMCC 3.25585 T
88/0.95|' Neomassaria camelliae UESTCC 23.0154
95 | Neomassaria sichuanensis CGMCC 3.25586
Neomassaria sichuanensis UESTCC 23.0158
~ Neomassaria thailandica MFLUCC 21-0193 T
Neomassaria keviniana GZCC 25-0532 T

Neomassaria hydeae UESTCC 25.0102 T
Neomassaria hydeae UESTCC 25.0103
| Neomassaria fibraureae HKAS 138718 T
100/1L—  Neomassaria davidii GZCC 25-0531 T
Neomassaria longiasca CGMCC 3.25584 T
Neomassaria longiasca UESTCC 23.0152
90/_1| Neomassaria hongheensis KUMCC 21-0340
98/1 100/1 Neomassaria hongheensis KUMCC 21-0344 T
— Neomassaria alstoniae MFLUCC 21-0213 T
Neomassaria khayae ZHKUCC 22-0104 T
100/1] Neomassaria khayae ZHKUCC 22-0106
Neomassaria khayae ZHKUCC 22-0105
Neomassaria formosana NTUCC 17-007 T
Neomassaria formosana NTUCC 17-013
Neomassaria formosana NTUCC 17-008
Neomassaria formosana UESTCC 23.0148

Neomassaria livistonae SNC146 T

100/1\
98/1

100/1

N

94/1

DIIDSSDUO0I

98/1

100/1

1(M| Neomassaria coffeae BS2 C19a
99/1 Neomassaria coffeae BS2 C19b
—— Neomassaria palmae SNC112
Neomassaria fabacearum MFLUCC 16-1875 T
100/1 Massaria aucupariae WU 30513 T

- “——— Massaria vindobonensis WU 30604 T Olltgl‘Ollp
0.02

100/1

Figure 17 i ML tree based on the combined LSU, SSefl-U arpb@ sequences. Bootstrap
support values for ML greater than 75%daPP greater than 0.95 are given near nodes as ML
BS/PP. The tree is rooted witflassaria aucupariadWU 30513)and Massaria vindobonensis

(WU 30604)extypest r ai ns are marked with ATO6. The new

ParamonodictysydeiX.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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EtymologyT The speci hyded & mi tihret hadainor of Kevin I
contributions to mycology and in celebration of his 70th birthday.

Holotypei HKAS 132140

Saprobicon submerged rotting wood from a freshwater stream. Sexual morph: Undetermined.
Asexual morphColonieson natural substrate effuse, black, gregaridyceliumimmersed in the
substratum.Conidiophoresreduced to conidiogenous cell€onidiogenous cellsmonoblastic,
integratedConidia60i 117 x 4577 um (£ = 88 x 60 um, n = 30), solitary, subglobose, ellipsoidal,
obovoid or irregular, olivaceous brown to dark brown, muriform, verrucose.

Culture characteristick 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 China, Guizhou Province, Liupanshui City, Shuicheng County, Yushe
Nati onal Forest Park, N 26A27Nj17nj, E 104A48N;
freshwater stream, 27 February 2023, X.J. Xiao, YSSHIAS 132140, holotype)ex-type
cultureGZCC 240079.

Notesi Six species have been describedParamonodictysvith morphological description
and molecular evidence. In the phylogenetic analysis (g our strain GZCC 249079 formed
an independent internal clade withitaramonodictysgroup, indicating it is a phylogenetically
distinct species. Therefore, we introduce a new sp&aesmonodictydiydeito accommodate our
collection.

Phaeoseptacea®. Boonmee, Thambugala & K.D. Hyde
PleopunctumN.G. Liu, K.D. Hyde & J.K. Liu, Mycosphere 10 (1): 767 (2019)

Pleopunctumwas introduced by Liu et al. (2019b) to accommodate the type spekies
ellipsoideum along with PI. pseudoellipsoideunPleopunctumis 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 I 3 hyaline, basal cells (Liu et al. 2019b, Xu et al. 2023, Zhang et al. 2023, Ren et
al. 2024Db); 2) doliiform, broad clavate, hyaline, phragmosporous (Phukhamsakda et al. 2020). Its
sexual morph has not been reportBteopunctumhas been documented in both freshwater and
terrestrial environments (Dong et al. 2020b, Boonmee et al. 2021, Liu et al. 2024a). To date, 11
species withinPleopunctumare recognized (Species Fungorum 2025), and sequence data are
available for all of these species.

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

Index Fungorum number: IF904385; Facesoffungi number: FoF 17838

Etymologyi The speci hyjyded 6 i tihret hoinor of Kevin I
contributions to mycology and in celebration of his 70th birthday.

Holotypei GMB-W1501

Saprobicon decaying wood in a terrestrial habitat. Sexual motpidetermined Asexual
morph: Hyphomycetougolonieson natural substrate superficial, dark brown to black, gregarious,
punctiform. Mycelium immersed, composed of pale brown, branched, septate, smooth hyphae.
Conidiophoressemimacronematous to macronematous, mononematous, cylindrical, pale brown,
unbranched, septat€onidiogenous cellsionoblastic, integrated, terminal, pale bro@onidiai
17 x 1013 um @ = 13 x 12 um, 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, cupshaped basal cellfj 9 x 6 11 um £ = 6.5 x 8.5 um, n = 25), smoaethalled.

Culture characteristics Conidia germinating on PDA within2lh and germ tubes producing
from the basal end. Col onies reaching up to
medium dense, flat, circular, margin entire, dark brown from above and below.
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Material examined China, Yunnan Province, Honghe Hamd Yi Autonomous Prefecture,
Honghe County, N 236'10", E 10217'35", elevation 2000 mon decaying wood in a terrestrial
habitat, 18 July 2024, Meiyan Han, HHX30 (GMRB1501, holotype), ex-type culture
GMBCC2249.

Figure 1817 Paramonodictys hydéHKAS 132140, holotype). a Colonies on natural substrate.
bi f conidia. g Germinated conidium. h, i Colonies on PDA (h from above, i from below). Scale
bars: ¢, d = 20 um, bjg = 50 um.
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Notesi Our collection aligns well with the generic conceptRéopunctumas itexhibits
sporodochial conidiomata amdlipsoidal, muriform conidia with a hyaline to pale brown basal cell
(Liu et al. 2019b, Liu et al. 2024a). Phylogenetic analysis @preveals our strain GMBCC2249
formed a distinct clade basal to a group consisting’lofmenglaenséKUMCC 21-0025 and
KUMCC 21-0026), Pl. guizhouensg(GZCC 230595), Pl. megalosporum(KUNCC 10442,
KUNCC 10785 and KUNCC 20622),PI. multicellularum(KUNCC 10781, KUNCC 10789 and
KUNCC 10778), andPl. rotundatumKUNCC 10780 and KUNCC 10787). This strongly indicates
that strain GMBCC2249 represents a phylogenetically distinct species. Given that sequence data
are available for all knowrPleopunctumspecies, we hereby propose our collection as a new
species.

9098 Paramonodictys dispersa KUNCC 10782

100/1 Paramonodictys dispersa KUNCC 10788 T

Paramonodictys dispersa KUNCC 10783
96/1

10071 Paramonodictys yunnanensis KUMCC 21-0337 T
M E Paramonodictys yunnanensis KUMCC 21-0347 T

95/0.99.
78— Paramonodictys solitarius GZCC 20-0007 T
95/0.98.1 [ Paramonodictys hongheensis KUMCC 21-0343 T Paramonodictys

95/1 -

Paramonodictys hongheensis KUMCC 21-0346
Paramonodictys paeoniae CGMCC 3.24437 T

Paramonodictys paeoniae UESTCC 23-0085 T

Paramonodictys hydei GZCC 24-0079 T

94/1 Paramonodictys globosa GZCC 23-0594 T

Lonicericola hyaloseptispora KUMCC 18-0149 T Lonicericola
Pseudomonodictys tectonae MFLUCC 12-0552 T Pseudomonodictys
80/0.96
10011 Paratrimmatostroma kunmingensis HKAS 102224 T Paratrimmatostroma

Parabambusicola bambusina KH139

100/1

Parabambusicola

Parabambusicola thysanolaenae KUMCC 18-0147 T

Multiseptospora thailandica MFLUCC 11-0183 T M ultiseptospora

- Neoaquastroma bauhiniae MFLUCC 16-0398 T
: Neoaquastroma
—— Neoaquastroma guttulatum MFLUCC 14-0917 T

vl Dictyocheirospora aquatica KUMCC 15-0305 T
/ Outgroup
Dictyosporium elegans NBRC 32502

0.03

Figure 191 ML tree based on the combined LSU, ITS apt2 sequences. Bootstrap support
values for ML greater than 75% and PP greater than 0.95 are given near node834MLThe

tree is rooted withDictyocheirospora aquaticdKUMCC 15-0305) andDictyosporium elegans

(NBRC 32502)ex-typest r ai ns are marked with ATo. The ne

Phaeosphaeriaceakl.E. Barr
SetophomaGruyter

De Gruyter et al. (2010)ntroduced Setophomawith S. terrestrisas the type species.
Setophomaspecies are characterized by setose, pycnidial conidiomata, phialidic conidiogenous
cells, and ellipsoidal to subcylindrical, aseptate, guttulate conid& Gruyter et al. 2010,

375



Thambugala et al. 2017, Maskrelix et al. 2019)Setophomapecies are weknown pathogens or
saprobic on important crops, including tea (Phookamsak et al. 2014 -Fdret al. 2019). There

are seventeen epithets listed in the Species Fungorum (2025), ofSviagperiwas transferred to
WingfieldomycegMarin-Felix et al. 2019). Recent studies showed that the genus is polyphyletic
and formed two distinct clades withiRPhaeosphaeriaceadTennakoon 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 &peeigs
Setophoma hydewhich was isolated fror®ryza sativan Thailand

Figure 207 Pleopunctum hyddGMB-W1501, holotype). a, b Colonies on natural substrate.
¢, d Sporodochia.ié Conidiogenous cells and conidia. i Germinated conidia. j, k Colony on PDA
(j from above, k from below)scalebars: ¢d, g'i = 50 um, &f =20 pum.
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Pleopunctum menglaense KUMCC 21-0025

Pleopunctum menglaense KUMCC 21-0026 T

Pleopunctum guizhouense GZCC 23-0595
Pleopunctum megalosporum KUNCC 10442

Pleopunctum megalosporum KUNCC 10785 T
95/1 Pleopunctum megalosporum KUNCC 21-0622
86/- 4| Pleopunctum multicellularum KUNCC 10781
89/1\\ Pleopunctum multicellularum KUNCC 10789-T

Pleopunctum multicellularum KUNCC 10778

Pleopunctum rotundatum KUNCC 10780
9L Pleopunctum rotundatum KUNCC 10787 T Pleopunctum
—— Pleopunctum hydei GMBCC2249 T
Pleopunctum pseudoellipsoideum KUMCC 21-0820
Pleopunctum pseudoellipsoideum MFLUCC 19-0391 T
Pleopunctum pseudoellipsoideum HKAS 122915
Pleopunctum ellipsoideum MFLUCC 19-0390 T
Pleopunctum ellipsoideum MFLUCC 21-0064
Pleopunctum baoshanense KUNCC 21-0494 T
93 /o'gg[ Pleopunctum bauhiniae MFLUCC 17-2091
Pleopunctum heveae MFLUCC 21-0146
Pleopunctum thailandicum MFLUCC 21-0039 T
100/1] Amorosia littoralis NN 6654
Angustimassarina populi MFLUCC 13-0034

100/1 |

100/1

100/1

Outgroup

0.02

Figure 211 ML tree based on the combiné$U, ITS andtefl-U 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 MBS/PP. The tree is rooted witlhmorosia littoralis (NN 6654) and
Angustimassarina populiMFLUCC 130034) Ex-type strains arenar k ed wTheé hewi T 0
taxon is indicated in bold and red.

Setophoma hydex.G. Tian sp. nov. Fig. 22
Fungal names number: FN900976, Facesoffungi number: FoF 17842
EtymologyT The speci fic epithet Ahydei o0 is 1in

contributions to mycology and in celebration of his 70th birthday

Holotypei MFLU 23-0184

Saprobicon dead leave®f Oryza sativa Sexual morphUndetermined Asexual morph:
Conidiomataup to 150 um diam., pycnidial, immersed, solitary, scattered, visible as black spots
and setose on host surface, globose to subglobose, Glawcklomatal setaabundant, subulate to
cylindrical, brown to black, septate, unbranched, smuathhed. Conidiomata wall9i 15.5 pm
wide, thin, composed ofi2 layers of brown cells aextura angularis Conidiophoreseduced to
conidiogenous cell€onidiogenous cellByaline, monophialidic, phialidic, smooth,85 um long.
Conidia4.515.5 x 22.5 um(£ =5 x 2 um, n = 35)ellipsoidal to subcylindrical, hyaline, aseptate,
1i 3-guttules, smooth.

Culture characteristicé 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 Thailand, Chiang Rai Province, Doi Pui, on dead leav&rgfa sativa
5 November 2020, X.G. Tian,45(MFLU 230184, holotype)ex-type cultureMFLUCC 230168.
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Notesi In the multiloci phylogenetic tre€Fig. 23), our strain MFLUCC23-0168clustered
as a sister taxon t&etophoma poaceicolé&etophoma hydeshares similar morphology t8.
poaceicolain having setose pycnidia, phialidic conidiogenous cells, and hyaline, ellipsoidal to
subcylindrical, aseptate conid{@hambugala et al. 2017). However, the comparison of the ITS
region betweers. hydeiandS. poaceicolaevealed 10 bp (483 bp, 2%) differences. Phylogenetic
analyses suppo8etophoma hydeis a distinct new species.

Figure 221 Setophoma hydéMFLU 23-0184, lolotype) dc Conidiomata on the leaves Ofyza
sativa d Vertical section of conidioma. e Ostiole. f Conidiomatal wdlk Gonidiogenous cells
with conidia. To Conidia. p Germinated conidium. r Colony on P@m above and belovscale
bars: d =5@m,eig, 0 =20em, hij=10em, kin = 5em.

Roussoellaceadian K. Liu, Phook., D.Q. Dai & K.D. Hyde
PararoussoellaVanas., E.B.G. Jones & K.D. Hyde

Pararoussoellavas introduced by Wanasinghe et al. (2018) to accommodate a sexual species,
Pa. rosarum from Rosasp. Rosaceae of UK, based on morphological characteristics and
multigene phylogenetic analysis. Subsequently, three new and two previously described species
originally assigned tdRoussoellawere transferred t@araroussoella comprising three asexual
species Pararoussoella juglandicolaPa. lincangensiand Pa. quercina and two sexual species
(Pa. mangrover Roussoella mangroveind Pa. mukdahanensis Roussoella mukdahanensis
(Crous et al. 2019a, 20B0 Phukhamsakda et al. 2020, Ren et al. 2024a). The sexual of
Pararoussoellais similar to taxa ofRoussoellaand 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. 2018a, 2020
Ren et al. 2024a). Species Bhraroussoellaoccur 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. 2019ap2B82m et al. 2024a).

100/1.00] Setophoma endophytica LC3163 T
Setophoma endophytica 1.C3297
Setophoma endophytica LC3216
Setophoma antiqua LC6595
100/1.001 Serophoma antiqua 1.C6596 T
100/1.00 L— Setophoma sacchari CBS 333.39 T
Setophoma pseudosacchari CBS 145373 T
Setophoma vernoniae CBS 137988 T
Setophoma chromolaenae CBS 135105 T
Setophoma syzygii CBS 146976
Setophoma caverna LC7511

96/1.00

86/1.00 Setophoma longinqua 1.C6593 T
100/1.00| Y————— Setophoma oryzicola MFLUCC 24-0035
100/1.00] Setophoma yingyisheniae L.C12696 Setop homa
100/1.00 Setophoma yingyisheniae LC12699

100/1 _()OI- Setophoma yunnanensis 1.C6532
Setophoma yunnanensis LC6753 T
Setophoma terrestris CBS 377.52
Setophoma terrestris CPC 18417
200 Setophoma terrestris CBS 335.87
Setophoma terrestris CBS 33529 T
Setophoma zoysiae CMML 20-14
Setophoma zoysiae CMML 20-15
Setophoma poaceicola MFLUCC 24-0034

100/-
100/1.00

85/
Setophoma poaceicola MFLUCC 24-0033
,’/I - LAY -10.97 Setophoma poaceicola MFLUCC 16-0880 T
87057 Setophoma hydei MFLUCC 23-0168 T
Setophoma atkinsoniorum BRIP 71437 T
Setophoma brachypodii CPC 32492 T
92/1.00 Phaeosphaeriopsis glaucopunctata CBS 653.86 % i
M‘—{ Phaeosphaeria caricicola CBS 603.86 Phacosphaeriopsis
L Juncaceicola alpina CBS 456.84 Juncaceicola
Neosetophoma samarorum CBS 138.96 N eosetoph oma
" 100/1.00[ Setoseptoria phragmitis CBS 114802 Olltgl' oup
LU | Setoseptoria phragmitis CBS 114966
0.08

Figure 23 1 ML tree based on the combindd@S, LSU, tefl-U ,rpb2, andtub2 sequences,
representingSetophomaBootstrap support values for ML greater than 70% and PP greater than
0.90 are given near nodes as MG5/PP. The tree is rooted witBetoseptoria phragmiti€CBS

114802 andCBS 11496% Extypestrainmr e mar ked with ATO0O. The new
and red.

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

FungalNames number: FN 573028; Facesoffungi number: FoF 17837

EtymologyT The speci hyded i tihret hadinor of Kevin I
contributions to mycology and in celebration of his 70th birthday.

Holotypei HKAS 145700

Saprobicon submerged decaying wood in freshwater river. Asexual m@&@phidiomata
pycnidial, 430490 um high, 330390 um diam., superfial to semiimmersed, solitary or
gregarious, globose to subglobose, uniloculate, brown to dark brown, ostiosti@le circular,
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centrally located.Conidiomatal wall2516 5 e m wi de, composed of S
subhyaline to brown, irregular cells t&xtura angularis Conidiophoreseduced taconidiogenous

cells. Conidiogenous cellsarising from the inner wall cells of the conidiomata, enteroblastic,
phialidic, determinate, ampulliform, hyaline, smowthlled, (4.7)6.4 10.4{ 13) x 46(i 7) um (¢

=8.4 x 52 umSD = 2.0x 0.8,n = 30).Conidia3.714.7 x 2.33.2(4) pm ¢=4 x 3 um,SD =

0.3x 0.3,n = 50), acrogenous, ellipsoidal, hyaline becoming brown, aseptate, guttulate, rounded at
both ends, smootivalled. Sexual morph: Undetermined.

Culture characteristicé Conidia germinating on PDA medium and germ tubes produced
from ends of conidium within 12 h. Colonies on PDA medium reaching arourfl @nb diam.
after one month at room temperature (around 25°C) in dark, circular, loose, ssdgeth dense,
pale gray to brown on the forward; circular, pale gray to brown, dense on the reverse.

Material examinedi China, Yunnan Province, Nujiang Prefecture, Fugong County
27.260995° N, 98.881291° E, on submerged decaying wood, 4 May 2023, Y. Wang, SKB&L (
145700, holotypekx-type cultureKUNCC 23-14357.

Notesi Phylogenetic analysis showed tHaararoussoella hydeclustered with the type
strain ofPa. lincangensiand with 100% ML and 1.00 PP support (F2§). Pararoussoella hydei
resemblesPa. lincangensisn 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). H®aever,
hydeican be distinguished froa. lincangensidy the larger conidiomata (48490 um high x
3301390 pm diamys. 751 140 um high x 140160 um diam.), conidiogenous cells (610.4 x 46
pumvs.4.415.4 x 2.6 3.6 um) and coidia (3.74.7 x 2.53.2 umvs.3.113.8 x 22.2 um). The ITS,

LSU andtefl-U s e q u e n ¢ Pas hydeiartd Ree lncangensisKUMCC 21-0619, extype)

showed 10 bp (including one gap), 5 bp and 14 bp (including one gap) nucleotide base differences,
respedwely. Therefore, based on morphological characteristics and molecular evidence, we
introducePararoussoellahydeias a new species.

Tetraplosphaeriacea&az. Tanaka & K. Hiray.
PolyplosphaeriaKaz. Tanaka & K. Hiray., Stud. Mycol. 64: 192 (2009)

Polyplosphaeriavas introduced by Tanaka et al. (2009). Asexual morph is tetrkéothat
has micronematous conidiophores, monoblastic conidiogenous cells, and globose to subglobose
conidial body with several setose appendages (Tanaka et al. 2009, Tibpromma et al. 2018,
Senanayaket al. 2023, Tang et al. 2023). Its sexual morph has globose, black to reddish brown
ascomata, 8pored, fissitunicate, clavate, shetalked asci, and narrowly fusiform, hyaline to pale
olive-brown, septate ascospores with entire sheath (Tanaka et al. 3808hPolyplosphaeria
species are listed in Species Fungorum 5202

Polyplosphaeria appendiculat®.R. Sun, N.G. Liu & K.D. Hyde, Fungal Diversity (2024)
Fig. 26

Index Fungorum number: IF902306; Facesoffungi number: FoF 17839

Saprobicon submerged rotting wood from a freshwater stream. Sexual morph: Undetermined.
Asexual morph:Colonies on natural substrate effuse, scattered, blddkcelium immersed,
composed of branched, septate, dark brown hypBageidiophoresabsent.Conidiogenous cells
monoblastic.Conidia 541 179 x 4%77 yum (€ = 48 x 82 um, n = 25), solitary, subglobose to
obovoid, or irregular, with thin pedike outer wall of conidia, composed of numerous internal

€

hyphae inside, brown to dark browwhen matureAppendage7i64 x 35 eawr (46 | 4 em

= 30), cylindrical, unbranched, round at apex, brown, septate;\lziti&d.

Culture characteristics Conidia germinating on PDA within 12 h and germ tubes producing
from conidial bodyor 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 241 Pararoussoella hydgiHKAS 145700, holtype). a, b Appearance of conidiomata on

the host substrate. ¢, d Section of conidi oma
k Conidia. | Germinated conidium. m Culture on PDA (upper from above and lower from below).
Scale bars: ¢, d =120n, e,f=30em, ¢, h =eml5, [ I = 10
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Figure 251 ML tree of Roussoellaceadased on the combinedSU, ITS, tefl-U  arpb@
sequences. Bootstrap support values for ML equal to or greater than 65% and PP values equal to or
greater than 0.95 are given newmdes as MIBS/PP. The tree is rooted witkarathyridaria
percutanea(CBS 868.95) andP. ramulicola(CBS 141479) Ex-type strains arenarked withid T 0 .

The new taxon is indicated in bold and red.

Material examined China, Guizhou Province, Zunyi City, Xishui County, Sancha River
Conservation Area, N 28A33Nj50n, E 106A24Nj9n;j,
freshwater stream, 3 October 2023, X.J. Xiao, SCHRAS 132144), living culture GZCC 24
0062.

Notes 7 In our phylogenetic tree (Fig27), the strain GZCC 240062 clustered with
Polyplosphaeria appendiculatdMFLUCC 240097) with 97% ML and 0.96 PP support.
Polyplosphaeria appendiculataas introduced by Liu et al. (20@4in a terrestrial habitat from
Thailand. Our collection morphologically resembies appendiculatan not having conidiophores
and subglobose to ellipsoidal or irregular coniditowever, the conidial sizes are largeri(bA9 x
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