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Abstract

During a survey of microfungi associated with grassland vegetatiofunnan Province,
China, various fungal taxa belonging to Dothideomycetes and Sordariomycetes were isolated. This
study presents detailed morphological descriptions, illustratiand, multigene phylogenetic
analyses of tbse fungalspecies to understand their taxonomic placemddsed on 38 fungal
collections the present work introducesnew genusKeisslerielloidey, 31 new speciesfour new
combinations, the first sexual morph record for two species, the first asexual morph record for four
species, both morphs for three species, and new host or geographic records for 47 species. Among
them, Apiospora poacearum Camarosporioideskunmingensis Dinemasporium poacearum
Epicoccum kunmingense Heterosporicola qujingensis  Keissleriella  graminicolg
K. lolii, K. zhaotongensjs Leptosphaeriachinensis Massarina yunnanensis Neoascochyta
zhaotongensjsNe dactylidis Nigrospora dactylidis Occultitheca yunnanensis Ophiobolopsis
dipsaci O. poacearum Paraophiobolusbidentis Periconia poacearumP. todei Phaeosphaeria
kunmingensis Ph. lolii, Pseudocyclothyriellalolii, Ps yunnanensis Pseudolophiostoma
kunmingenseSchizotheciundactylidis Septoriellagraminearum S. longisporag S. yunnanensis
S zhaotongensjs Setophomadactylidis and Stagonosporadactylidis are introduced as new
Ascomycota species. The new combinations Kegsslerielloides bambusicolé& Keissleriella
bambusicol K. caraganae (= Keissleriella caragange K. yonaguniensis(= Keissleriella
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yonaguniensis K. yunnanensig= Keissleriella yunnanengisWe also introducenew hostor
geographicalecordsfor Apiospora arundinisA. locuta-pollinis, A. rasikravindrag Aplosporella
javeedii Astrocystis sublimbata Catenuliconidia uniseptata Comoclathris sedi Cucurbitaria
lijiangensis Dinemasporium americanum Discosia macrozamiag Epicoccum dendrobij

E. mackenziei E. viciaevillosag Floricola sulcatg Keissleriella gloeospora K. poagena
Keisslerielloides yunnanensis Letendraea helminthicola Lophiopoacea paramacrostoma
Montagnula shangrilana  Neoascochyta humicolg  Neoleptosporella camporesiana

N. fusiformispora Occultibambusgonesii Ophiosphaerellaquaticg Paraphaeosphaerianichotii,
Periconia cortaderiae P. wurfbainiag Phaeosphaerigeptata Ph. tabebuiae Phaeosphaeriopsis
aloes Pha. grevilleage Plenodomus artemisiae PIl. sinensis Praeclarispora herbicolg
Pseudopithomyceshartarum Ps.rosae Sclerostagonosporeosae Septoriellaparadactylidis S.
tridenting S. vagans Stagonosporapoaceicola Torula chromolaenag T. fici, Tremateia
arundicolg Truncatella angustata and Xylaria xylarioides The new sexual/asexual links are
reported in Keissleriella gloeospora Neoascochytahumicolg Paraphaeosphaeriamichotii,
Phaeosphaeriopsis grevilleae Praeclarispora herbicola Pseudocyclothyriella lolji and
Stagonosporapoaceicola This study enhances the understanding of microfungal diversity in
grassland ecosystems and highlights the rich, yet understudied, fungal biodiversity of Yunnan
Province.

Keywords i 4 new combinationsi 32 new taxal 47 new recordsi Dothideomycetesi
Sordariomycetet Taxonomy
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INTRODUCTION

As decomposers, pathogens, and mutualigtegi play an essential role in ecosystem
functions (Carris et al. 2012, Sun et al. 2019, Hyde et al. 2020a, Niego et a, BORBmalrathna
et al. 202%. According to the latest research, fungi comprise 19 phyla, 83 classes, 1,220 families,
10,685 genera, and 140,000 known species (Hyde et ala2@2dwever, the estimated fungal
species could be 1.5 to 3.8 million Niskanendt a n
al. 2023,Hyde et al. 202d). The emergence of modern molecular methods has significantly
accelerated fungal research in recent years, leading to many new taxonomic discoveries being
reported from diverse substratsch as gasslandecosystems, soil, and freshwatBoonmee et al.
2021, Maharachchikumbura et al. 2021b, Hyde et al. 2023theit et al. 2024. In Asia, there has
been a notable growth in mycology studies and associated publications (Hyde et al. 2020a).

Especially in Yunnan Province, China, Feng & Yang (2018) indicated that Yunnan possesses
an extremely rich diversity of higher fungi, with approximately 104,000 species potentially
existing,however,only around 6,000 species have been described, including about 3,000 species of
higher fungi (Ascomycota and Basidiomycota). This suggests that only a small portion of the
known species in the province have been described. Wang et al. (2021) documented many new
fungal species from Yunnan Provind®inging the total to more than 1,30fkccounting for nearly
25% of the total number of fungal species in China. This supports Hyde et al. (2018, 200
stated that continued exploration of new environments, aided by modern methods, would result in
the description of many more taxa, providing a promising future for mycology.

Grasslands, the largest terrestrial ecosystems, cover approximately 46&olafd area in
China and around 25% of the terrestrial surface of the Earth (Chen et al. 2023). They play a crucial
role in reducing soil erosion, preserving biodiversity, regulating the climate, and storing carbon
(Bengtsson et al. 2019Additionally, grasslands serve as vital carbon and biomass reservoirs,
containing over 10% of the terrestrial biomass on Earth and 20% of the global soil carbon (Korth et
al. 2015 Chen et al. 209), thus having a significant influence on the carbon and water cycles of
terrestrial ecosystems. Grassla@agls a biome characterized by periodic drought, with grasses and
herbaceous planfgedominant (Rogers 1979). Kbgnefits ofgrasslandsre: (1) Grasslands host a
vast array of plant and animal species, contributing to global biodiversity, this diversity ensures
ecosystem resilience and provides resources for food, medicine, and cultural practices (Soderstrém
et al. 2001, Parr et al. 2014, Bengtsstral. 2019, Petermann & Buzhdygan 2021, Kose et al.

3286



2022); (2) Grasslands are vital grazing grounds for livestock, forming the backbone of agriculture
and pastoralism in many regions. They provide nutritious forage that is essential for the health and
productivity of animals, thereby supporting the livelihoods of the farmers and pastoralists, and food
security (@Mara 2012, Bengtsson et al. 2019, Su et al. 2023, Wu et al. 2023); (3) Grasslands play a
crucial role in mitigating climate change by sequestering carbon in their soils. The carbon stored in
grassland ecosystems helps regulate the global carbon cycle, which is important for reducing the
impacts of greenhouse gases and maintaining a stable climate (Kerlin 2018, Bai & Cotrufo 2022,
Liu et al. 2023a); (4) Grasslands contribute significantly to the regulation of water cycles by
influencing water infiltration and storage, to reduce the risks of both floods and droughts by
moderating runoff and improving groundwater recharge (Bilotta et al. 2008, Bilotta et al. 2010,
Joyce et al. 2016).

Most research has primarily concentrated on the grasslands of northern China due to their
significant regional and global importance, while studies on grasslands in southwest China remain
relatively scarce (Yan et al. 201@hen et al. 2023u et al. 2023Fang et al. 2025V anasinghe et
al. 2025. Yunnan province, located at the crossroads of the Himalayan mountains and the
Southeast Asian peninsula, boasts a wide variety of grassland and plant community types (Cheng et
al. 2022). As the secordrgest grassland area in southern China, Yunnan plays a crucial role in the
regional carbon cycle (Cheng et al. 2022). Most researchers focus on the interaction between
climate and grasslandsshereas studies on microfungi associated withsslands are relatively
scarce(Cheng et al. 2022Cao et al. 2022, Zhang et al. 2023, Qin et al. 262dAg et al. 2025In
the grasslands of Yunnan Province, Chidiaersevegetation provides the primary carbohydrate
source and fodder for livestock. Within the grassland biome, various organisms, including
herbivorous mammals, insects, fungi (saprobic, pathogenic, and symbiotic), play crucial roles in
sustaining biomass and biodiversity (Karunarathna et al. 28pgkifically, fingi play a vital role
in maintaining and shaping the ecosystem, with each fungal community associated with grassland
vegetation contributing to specific ecological functigkarunarathna et al. 2022). Fungi are highly
responsive to environmental shifts and global warming, potentially leading to the extinction of
numerous species unable to adapt quickly to the pace of ecological transformation (Wanasinghe et
al. 2022). To address species loss amderstand their ecological importance, comprehensive
fungal sampling across diverse grasslandsvamious geographic areas is critically needed.
Consequently, we are conducting ongoing surveys of grasaksutiated microfungi in Yunnan,
China.

Saprobic fungi are important decomposers in ecosystems, playing a crucial role in nutrient
cycling, soil improvement, and the maintenance of plant biodiversity (Niego et al. 2023a, b). They
secrete enzymes to break down organic materials, releasing mineral nutrients into the surrounding
soil, thereby improving soil fertility (Kubicel& Druzhinina 2007) Saprobic fungi play an
important role in degrading lignocellulose, the most abundant terrestrial organic material, and are
critical for facilitatingcarboncycling in nature (Vos et al. 2021).

In this study,we conductedmolecular sequencdataanalysis and detailed morphological
descriptions of grasslarabksociated microfungi in Yunnan Province, China. This integrated
approach, designed to significantly enhance existing knowledge and facilitate future research, has
yielded remarkable findingswe have collected numerous fungal specimens representing diverse
families within the Ascomycota. Saprobes are collected from four different locations, and our
findings include the documentation of 31 novel species, a new genus, three new combinations, and
new host associations and geographic distribution records for 47 previously described species. This
research represents the most comprehensive effort to fill the knowledge gap regarding the diversity,
taxonomy, and phylogeny of microfungi in the grasslands of Yunnan.

MATERIALS AND METHODS

Sample collection, isolationand morphological examination
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Samples were collected frodifferent sites ofyrasslands in Yunnan Province, China, during
2020 2022 (Fig. 1). The host plants were identified by a thorough process that involved observing
their morphological features, such as leaves, flowers, seeds, and root systems, in combination with
the book Flora of China series by Wu & Chen (2004). In addition, using plant databases and
identification tools, such as the Flora of China database and plant image recognition systems, for
online query and comparison, comparing with herbarium specimens, and consulting with botanists
or plant experts added layers of assurance to the identification pratsgde fungal fruiting
bodies growing on plants were collected from the grassl&@pmecimens were stored in plastic-zip
lock or paper bags and returned to the mycology laboratory at the Kunming Institute of Botany.
Samples were examined using an Olympus6$Z4Tokyo, Japan) dissecting microscope. Fungal
fruiting structures were manually sectioned and mounted in water on afalidricroscopic
observationMicro-morphological characteristics were examined using a Nikon ECLIPSE8Qi
(Tokyo, Japan) compound microscope with differential interference contrast (DIC) and phase
contrast (PC) illumination. Photos of microscopic structures were captured using a Ni#&®i2 DS
cameraFungal coloniesverephotographedy a digital phone camera (iPhone 8, Apple Inc., US).
Photoplates and measurements were processed using Adobe Photoshop CS6 Extended version
13.0.1 (Adobe Systems, CA, USAYW = (Lmin + Lmax) / (Wmin + Wmax), Where, for a given taxon
and a given micromorphological structuremil-and Lmax Stand for the length minimum and
maximum dimensions, respectively, andmiand Whax stand for the width minimum and
maximum dimensions, respectively (Pereira & Phillips 2034)gle spore isolation of conidia
ascosporesvas conductedand germinated spores were processed by following the methods
described in Senanayake et al. (202®ure cultures were grown potato dextroseagar (PDA)
medium at 27°C. The living cultures were deposited in duplicates, which were maintained at the
China General Microbiological Culture Collection Center (CGM@@J the Culture Collection of
Kunming Institute of Botany (KUNCCHerbarium specimens were deposited in the herbarium of
the Kunming Institute of BotanyAcademia Sinica (HKAS). The new taxa have been registered and
can be referenced using their Index Fungorum and Faces of Fungi (FoOF) n(ialassri et al.

2015 Index Fungorum 2025). Taxonomic novelties were introducgdg a polyphasic approach
that integrates morphological, moleculand ecological datan line with contemporary taxonomic
standards (Jayawardena et al. 202&aharachchikumbura et al. 2021a).

DNA extraction, PCR amplification, and sequencing

Fungal mycelia were scraped framo or threeweeks colonies grown on PDA atiz57
and the DNA was extracted using the Biospin Fungus Genomic DNA Extraction Kit (BioFlux®
Hangzhou, China) accor di n @uettosome furggal spareswlid @at t u r
germinate the E.Z.N.A. Forensic DNAit-D3591 (Omega Biotek, Inc., Norcross, Georgia) was
used to extract DNA directly from fruiting bodies. Polymerase chain reactions (PCRs) were
conducted to amplify regions of the small nuclear ribosomal subunit rDNA (SSU), large nuclear
ribosomal subunit rDNA (LSU), internal transcribed spacer region (ITS), translation elongation
factor Lalpha genetéfl-U) -tubutin tub2), RNA polymerase Il second largest suburpb@) and
actin genes(act), using the following primer pairs: NS1/NS4 for SSU (White et al. 1990),
LROR/LRS for LSU (Vilgalys & Hester 1990), ITS5/ITS4 for ITS (White et al. 1990), -EF1
983HEF1-2218R fortefl-U ( Rehner & Buckl aly ZO®Donn&ll TR2
1997) fRPB2-5F/fRPB27cR forrpb2 (Liu et al. 1999) and ACT512F/ACT783 fact (Hsieh et al.
2005). PCR was performed in a 25 pL reaction volume containing 12.5 pL 2XNPEGERrMix
(TIANGEN Cao., Beijing, China), 8.5 pL doubidistilled water, 2 uL genomic DNAand 1 pL of
each forward and reverse primer (stock of 10 pM). PCR thermal cycles for SSU, LSt&f1TS,
tub2, andrpb2, the protocols ofGao et al. (2023, 2024PCR products were sequenced at the
Qingke Company, Yunnan Province, Chinand Shanghai Sangon Biological Engineering
Technology and Service Company, China. Sequences were deposited in GenBank.
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Figure 17 Sampling locations itYunnan,China. For each site, the elevation was extrafra
the top to the bottom of the sampling sitBhaotong Qujing, Kunming, and Xishuangbanna. The
map was created with ArcGIS 10.8 (ESRI, Redlands, CA, USA).

Phylogenetic analyses

The quality of the original sequences was checked using BioEdit v. 7.0.5.3 (Hall 1999), and
both reverse and forwarsequencegenerated in this study were assembled with the Geneious
Program (9.1.2). In our study, the newly generated assembled sequences were UEeHI for
BLAST searches in GenBank (https://blast.ncbi.nim.nih.gov/Blast.cgi). The BLAST search results
and sequences from the latest publications were used to obtain sequence data for the phylogenetic
analyses. Individual gene regions were aligned using MAFFT V.7
(http://mafft.cbrc.jp/alignment/server/) (Katoh et al. 20183quence dat&rimmed with trimAL
v1.2 (CapellaGutiérrez et al. 2009). Themultigene sequence alignments are combined by the
Sequence Matrix program (1.7.8) (Vaidya et al. 2011). HASTA files havebeentransferred to
the format in the AliView program (Larsson 2014), PHYLIP for maximum likelihood analysis
(ML), and NEXUS for Bayesian analysis (PP).

Maximumtlikelihood (ML) analysis was performed via the online portal CIPRES Science
Gateway v. 3.3 (Miller et al. 2010)sing the RAXMIHPC v. 8 tool on XSEDE (8.2.12), withe
GTRGAMMA nucleotide substitution model and0QO0 rapid bootstrap replicates. Bayesian
inference analysisPP was performed using MrBayes v. 3.2 on the XSEDE tool on the CIPRES
portal (Miller et al. 2010). The evolutionary model of nucleotide substitution for Bayesian inference
analysis was selected independently for each locung WdrModeltest 2.3 (Nylander et al. 2008)
via PAUP v. 4.0 b10 (Ronquist & Huelsenbeck 2003). Six simultaneous Markov chains were run
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for 1 x 107 1 x 10 generations, with trees sampled every 200 generations, until it was stopped
when the standard deviation of split frequencies between the two simultaneous runs dropped below
0.01. Phylogenetic trees were visualized with FigTree v.1.4.0 (Rambaut 2012) and edited using
Microsoft PowerPoint (Microsoft, 2010) and Adobe lllustrator® CS6 v.26.0 (Adobe Systems, San
Jose, CA, USA).

RESULTS

Taxonomy

AscomycotaCaval-Sm., Biol. Rev. Cambridge Philos. Soc. 73: 247 (1998)
DothideomycetesO.E. Erikss. & Winka, Myconet 1: 5 (1997)

BotryosphaerialesC.L. Schoch, Crous & Shoemaker, Mycologia 98 (6): 1050 (2007)
AplosporellaceaeSlippers, Boissin & Crous, Stullycol. 76(1): 41 (2013)

Notes Aplosporellaceagintroduced by Slipps et al. (2013), was established to include the
generaAplosporellaand Bagnisiella Aplosporella initially described by Spegazzini (1880a), was
previously classified under Botryosphaeriaceae. Slippers et al. (2013) redefined this genus and
assigned it to the newly proposed family AplosporellacBagnisiellais recognized as a sexual
genus withinAplosporellaceaeand many studies suggest thaplosporellamay represent its
asexual morph (Hyde et al. 2Q12lippers et al. 2013Vijayawardene et al. 2014/erma et al.

2027). However, this link has yet to be confirmed through cathasedstudies (Damm et al. 2007
Slippers et al. 2013). The sexual morphs of Aplosporellaceae are characterized by pseudothecial
ascomata, predominantly multiloculditunicate, clavate asci that can be either stalked or sessile,
with a welldeveloped apical chamber; and ascospores that range from hyaline to pigmented,
septate or aseptatlipsoid to ovoid in shape (Slippers et al. 20¥8rma et al. 2021 The asexual
morphs are coelomycetous, featuring-uta multilocular pycnidial conidiomata embedded in
stromatic tissue; hyaline, phialidic conidiogenous cells that proliferate percurrently or display
periclinal thickening at the apex; and ellipsoid to subcylindrical conidia that are aseptate, initially
hyaling later become pigmented (Slippers et al. 204&ma et al. 2021

AplosporellaSpeg., Anales Soc. Ghrgent. 10 (4): 157 (1880)

Notes Aplosporellawas initially described by Spegazzini (1880a), wAtlchlorostromaas
the type specie§.he genus comprises saprobes, plant pathogens, and endophytes (Jami et al. 2014,
Fan et al. 2015, Ekanayaka et al. 2016, Dou et al. 2017, Du et @l. 204 et al. 2018). Index
Fungorum (2025) records approximately 340 epithets urlgosporella This genus is
characterized by multiloculate pycnidia, aseptate, brown, spinulose conidia, hyaline, fusiform,
aseptate spermatia paraphyses (Du et al. 204alpsporellawas weltdefined, with species
described from living cultures and identified a close genetic relationship befpézsporellaand
Bagnisiella suggesting thaBagnisiellarepresents the sexual morph and should be synonymized
with Aplosporella(Schoch et al. 2009, Slippers et al. 2013). Ekanayaka et al. (2016) described a
new species,Aplosporella thailandica from Thailand, which morphologically aligns with
Bagnisiella Phillips et al. (2019) formally recogniz&hgnisiellaas a synonym ofplosporella
The most recent phylogenetic treeAgflosporellaspeciesvas provided by.in et al. (2023) In this
study, a new recordiplosporella javeediis introduced based on morphology and molecular data,
together with description and illustrations Fi3). An updated phylogenetic tree based on
combined TS, LSU, andtefl-Usequence data is presented in Fig. 2.

Aplosporella javeedidami, Slippers, M.J. Wingf. & Gryzenh., Fungal Biology 118 (2): 174 (2013)
Fig.3
Index Fungorum nundy: IF803637; Facesoffungumber: FOF07383
Saprobic on a dead stem ofSisyrinchium rosulatumand grasses.Sexual morph:
Undetermined. Asexual morpRonidiomata230 360 em diam x 150 210 em high (x.= 318 x
177 um, n = 10), immersed to erumpent through host tissue, solitary or scattered,3Ndbues
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subglobose to globose, thigkalled, black, ostiolar neck central, with minute papianidiomaa

wall 35/ 70 em wide k=52 pum, n = 35), comprisingeveral layers adark brown to black cells of

texuura angularis Paraphysesl.7i 2.5 em wide &= 2 um, n = 30), filiform, septate, branching

hyaline.Conidiophoregeduced to conidiogenous celSonidiogenous cell8.5115.5 x 35em (X_

= 11 i, n% 153 cylindrical or elliptical, hyalin€onidia 20i 25 x 8§ 10em (x.= 22 x 9sm,

n = 25), ellipsoid or oval to reniform, aseptate, hyaline when immature, becoming brown to dark

brown with finely verruculose walls observed clearly when maAsexual morph on PDA (Fi@,

pi' s): Conidiomatapycnidial,gregarious, serimmersed or bulging on mycelial surface, globose to

subglobose, dark brown to bladkonidiophoresseptate, subcylindrical, simple or rarely branched

at base, hyaline to subhyalin@onidiogenous cellare holoblastic, discrete, cylindrical, smooth

walled, hyaline.Conidia 18123 x 8§10 em (x.= 20 x 9.5em, n = 25), ellipsoid or reniform,

aseptate, hyaline to pale yellow when immature, becoming brown to dark brown when mature.
Culture characteristics C. afterdiveiweeks ato2ii°C,P D A

colonies from above, dense, fluffy, umbonate, circular, grey with white aerial mycelium, grey with

black hyphal lumps, papillate; from below, brown with black spots. Mycelilbreth wide k= 3

em, n = 25), septate, hyaline, branched.

o8/1.00- Aplosporella macropycnidia CGMCC 3.17725
96/0.99 Aplosporella macropycnidia CGMCC 3.17727
Aplosporella macropycnidia CGMCC 3.17726
-1 Aplosporella sophorae CPC 29688
Aplosporella africana CBS 121777
se11.00| ' Aplosporella africana CBS 121779
Aplosporella prunicola STE U 6327
Aplosporella prunicola CBS 121167
Aplosporella prunicola STE U 6326
Aplosporella yalgorensis MUCC 511
Aplosporella yalgorensis MUCC 512
Aplosporella papillata CBS 121780
100/1.000 Aplosporella papillata CBS 121782

Aplosporella papillata CBS 121781
Aplosporella javeedii CFCC 89657
Aplosporella javeedii CFCC 50053
Aplosporella javeedii CFCC 50054

88/0.99. Aplosporella javeedii CFCC 50052
08/ : i
Aplosporella javeedii CFCC 89658
—I\ | ' Aplosporella javeedii CFCC 89659
Aplosporella javeedii KUNCC 25-19197
Aplosporella javeedii KUNCC 25-19196
Aplosporella yanqgingensis CFCC 58791
M‘ Aplosporella yanqgingensis CFCC 70038
Aplosporella yanqingensis CFCC 58792
s2/-1 Aplosporella artocarpi CPC 22791
SN 77-| Aplosporella chromolaenae MFLUCC 17-1517
\ ) Aplosporella abexaminans NFCCI 5010
Aplosporella artocarpi MFLU 22 0108
Aplosporella thailandica MFLU 16-0615
SHUGE Aplosporella hesperidica MFLUCC 17-1518
Aplosporella hesperidica CBS 208 37

Aplosporella ginkgonis CFCC 52442
- 92"!Ap/osporella ginkgonis CFCC 52444

93/0.98

99/1.00

99/-| Aplosporella ginkgonis CFCC 52443
Aplosporella longipes CFCC 89661
0.01 Aplosporella longipes CFCC 89660
Alanomyces indica MCC 1039 Outgroup

Figure 21 RAXML phylogram generated frora combined dataset of partial ITBSU, andtefl-U

DNA sequence analyses fémplosporella Related sequences are obtairieowing Lin et al.
(2023). Thirty-eight strains were included in the combined analyses, which compridg’14
chamactersin the combinedITS, LSU, andtefl-U a | i gAtamoeycéds indicdMCC 1039) was

used as the outgroup taxon. The ksexiring RAXML tree with a final likelihood value of
4066.202609 is presented. The mationtained265 distinct alignment patternwith 27.42% of
undetermined characters or gafgstimated base frequencies were as follows; A = 0.231173, C =
0.244331, G = 0.281624, T = 0.242871; substitution rates AC = 4.682590, AG = 5.637899, AT =
2.565118, CG =3.171346, CT = 10.545497, GT = 1.000000. The tree topology of the ML analysis
is similar to the Bayesian analysis. Bootstrap values for ML equal to or greatefOtaand PP
values greater than G@9rounding of values to 2 decimal places) ateelledon the nodes. Strains
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of the newly destbed species are in orange, while type strains are in bold. (LSU: 839 bp, ITS: 570
bp,tefl-U: 305 bp) .

Figure 3 7 Aplosporella javeedii(HKAS 132961,a new host record). i@ Appearance of
conidiomata on the hostubstrate d, e Vertical sectiamof conidiomda. f Conidioma wall. |
Conidiogenous cells and developing conidigk,gm Conidia.n Hamatheciunwith paraphyses.

0 A germinated conidium. olony on PDA(left: above, right: below)q Conidiomaa on PDA.

r Mycelium (arrowheads indicateonidiogenous cells s Coni di a. Scal e bars
em, r, sio= =3020¢nmam, b0 & m.
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Mat eri al exami ned Chi na, YunnarSisyimclmumi nc e,
rosulatum(Iridaceae), 13 June 2022, Y. Gao, DG8 (HKAS 132961), living eulKIUNCC 25
19196; on a decaying stem Dfetes iridioides(Iridaceag, 16 June2022, Y. Gao, KG14 (HKAS
146001), living culture KUNCC 289197.

Known hosts anddistribution endophyte from healthy wood sections @éltis africana
(Cannabaceae) arkarsia lancegAnacardiaceae) in South Africa (Jami et al. 2015), on infected
stems ofBroussonetia papyriferdMoraceae)and on infected branches oAlbizia julibrissin
(Fabaceae)Gleditsia sinensis(Fabaceae)Juniperus chinensigCupressaceage)Styphnolobim
japonicum(Fabaceaepand in China (Fan et al. 201%)n dead stem oSisyrinchium rosulatum
(Iridaceae) andietes iridioideqIridaceag in Yunnan Province, China (This study).

GenBank nKUN®GGC25K196: ITS = PV608643, LSU = PV607389; KUNCG- 25
19197: ITS = PV608644, LSU = PV607390

N o t eAplosporella javeediwas previously reported as an endophyte from healthy trees of
two dicotyledonous host species in South Africa (Jami et al. 26a4d)et al. (2015) identified six
botryosphaeriaceous sina as Aplosporella javeediion infected branche®f hosts (Albizia
julibrissin, Broussonetia papyrifera Gleditsia sinensis Juniperus chinensjs Styphnolobium
japonicun). Botryosphaeriaceous fungi might shift from endophytic to pathogenic habits when
hosts are subjected to stress (Slippers & Wingfield 2Mahawasinghe et aR022. Therefore,

Fan et al. (2015) raised the question of whef@osporella javeedihaspathogenic potential. Our

two new collections are identified as saprobiand based on morphological observations and
multigene phylogenetic analyses, @otlections groupedith Aplosporella javeedifCFCC 50052,
CFCC 50053, CFCC 50054, CFCC 89657, CFCC 8268BCFCC 89659) with 88% ML artd99

PP support(Fig. 2). Our newcollectionsshare similar morphological characters wiplosporella
javeedii (CFCC 89657 extype), such as immersed to erumpent, mldtular conidiomata,
ellipsoid or oval to reniform with verruculose wall observed clearly when mature, aseptate conidia
(Fan et al. 2015). A comparison of nucleotide sequences between our twoolhestionsand
Aplosporella javeedi{CFCC 50052, CFCC 50053, CFCC 50054, CFCC 89657T, CFCC 89658
and CFCC 89659Yyevealed no base pair differences in the ITS locus. Therefore, our new
collectionsrepresenhewrecords ofAplosporella javeediirom Poaceadostsin China.

Pleosporaled_uttr. ex M.E. Barr, Prodromus to class Loculoascomycetes: 67 (1987)

Cucurbitariaceae G . Winter, R a b e n-Rlora, Pilzed AAscatycegtgntl(@)y 30B1e n
(18%5)
Notes Cucurbitariaceae was e sCuarbitariaashits peby W

genus.There arel5 genera recognized within this familyHyde et al. 2024a). It is primarily
distinguished by its sexual morph, characterized by globose to subglabsloculate ascomata; a
black ostiole with inconspicuous or papillate to cylindrical; light brown to reelalistvn, multi
layered peridiumseptate, cellular pseudoparaphyses; fissitunicate, bitunicate, cylindrical to clavate
asci with furcate pedicel and minute ocular chambeeriate, or partially overlapping, ellipsoidal,
golden brown to dark brown, muleptate, muriform ascospores (Hongsanan et al. 2020a). The
asexual morphs are coelomycetous, resemhdithgmaor Pyrenochaeta(Doilom et al. 203,
Jaklitsch et al. 2018). This study reports a new record speci€@irbitaria discovered on
Artemisia carvifoliain China.An updated phylogenetic tree based on comblii&d LSU, tefl-U,
andrpb2 sequence data is presented in Fig. 4.

Cucurbitaria Gray, A natural arrangement of British plants 1: 519 (1821)

Notes Cucurbitaria was introduced by Gray &hury (1821), with the type species
Cucurbitaria berberidis The characteristics @ucurbitariaby erumpent, gregarious, perithecioid
ascomata, a thkened, elongated peridium on the surface of the hypostroma, cylindrical or
fissitunicate asci, brown, muriform, uniseriate ascospores (Welch 2gp@doo et al. 2021Ren
et al. 2024a The asexual morphs are pyrenochaeta phomalike (Wanasinghe et al. 2017,
Jaklitsch et al. 2018, Hongsanan et al. 202Cagurbitaria comprises necrotrophic ar&aprobic
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fungi, mostly on the stems, leaves, and bark of various shrubs and trees (Doilom et al. 2013,
ValenzuelaLopez et al. 2018). The genis reported to occur preferentially in temperate and
Mediterranean climates; however, more collections are required to confirrdisitgbution
(Jaklitsch et al. 2018, Farr & Rossman 2025). Index Fungorum (2025) lists 473 species, epithets
which only 94 are validatedrhe morphologal characteristics presented by Welch (192@&ye
insufficiently detailed, resulting in the misclassification of unrelated species uaberrbitaria
Contemporary phylogenetic analyses have revealed that several species historically classified as
Cucurbitaria actually belong to different families, including Nectriaceae and Melanommataceae
(Checa et al. 2013, Jaklitsch & Voglmayr 2017). To address this, Wanasinghe et al. (2017)
establishedNeocucurbitariato accommodate cucurbitafiike species distinguished by solitary
fruiting bodies with periphyses and muriform ascospores. Similarly, Valerkzapkr et al. (2018)
proposedAllocucurbitaria for a cucurbitaridike species phylogenetically linked @ucurbitaria

and introducedParacucurbitariafor phylogenetically distinct species exhibiting traits similar to the
asexual form ofCucurbitaria In this study, a new record @ lijiangensisis introduced based on
morphology and molecular data, together waittescription and illustrations (Fig. 5).

80/1.00; Cucurbitaria oromediterranea C29

79100 Cycurbitaria oromediterranea CB3

92/1.00}- Cucurbitaria oromediterranea C86
80/0.0s)y Cucurbitaria oromediterranea CBS 142399

Cucurbitaria oromediterranea CB2
Cucurbitaria oromediterranea C265
Cucurbitaria berberidis CB
Cucurbitaria berberidis CBS 130007 Cucurbitaria
Cucurbitaria berberidis CBS 142401
Cucurbitaria berberidis C39
0T Cucurbitaria berberidis CBS 363.93
2 Cucurbitaria lijiangensis KUNCC 25-19125
997100 Cucurbitaria ljiangensis KUNCC 25-19203
Cucurbitaria lijiangensis KUMCC 21-0532
Cucurbitaria berberidicola KUMCC 20-0253
98/0.95<_ | 100/1.00 Neocucurbitaria sallyshepherdiae MST FP3284
98/1.00 Neocucurbitaria cisticola CBS 142402
Neocucurbitaria rhamni CBS 142391
Neocucurbitaria rhamnicola CBS 142396 Neocucurbitaria
Neocucurbitaria unguis hominis CBS 111112
Neocucurbitaria pistaciicola CGMCC 3.24431
Neocucurbitaria quercina CBS 115095
Cucgella opag CBS 14242:58 e Cucitella
aracucurbitaria corni i P

Paracucurbitaria italica CBS 234.92 Sl

Protofenestella ulmi CBS 143000 Protofenestella
99/1.00 Astragalicola vasilyevae MFLU 17-0197
\ Astragalicola amorpha CBS 142999 Astragalicola
Astragalicola ephedrae MCC 9756

Seltsamia ulmi CBS 143002 Seltsamia
Allocucurbitaria mori HMJAU 60183 o
Allocucurbitaria botulispora UTHSC DI16.273  Allocucurbitaria
Parafenestella changchunensis HMJAU 60182
Parafenestella pseudosalicis CBS 145264
Parafenestella ontariensis BILAS 51516
Parafenestella vindobonensis CBS 145265
Parafenestella alpina CBS 145263 Parafenestella
100/1.001 Parafenestella ulmicola HMJAU 60180
Parafenestella ulmi HMJAU 60178
Parafenestella rosacearum CBS 145268

-1.00~_|

82/100\

93/1.00 S Parafenestella austriaca CBS 145262
Synfenestella pyri CBS 144855
a1 Synfenestella sorbi CBS 144862 Sl
98/1.00- Fenestella subsymmetrica CBS 144861
. 0/1.001 - Fenestella viburni CBS 144863 Canestoln

Fenestella parafenestrata CBS 144856
Fenestella fenestrata CBS 143001
Rhytidiella hebes PDD 117678 Rhytidiella
0.02  4001.00——— Pyrenochaetopsis leptospora CBS 101635 Duaron

— Pyrenochaetopsis uberiformis CBS 142461 group

Figure 47 RAXML phylogram generated from a combined dataset of partiall$8, tefl-U and
rpb2 DNA sequence analyses for Cucurbitariaceae. Related sequences are dbtimiwath
Appadoo et al. (2021) and Ren et al. (202&d)y strainswereincluded in the combined analyses,
which comprisd 3,668 charactersn the combined ITS, LSU, tefl-U and rpb2 alignment.
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Pyrenochaetopsis leptospof@BS 101635) an®yrenochaetopsis uberiform{€BS 142461) were

used as the outgroufaxa The besscoring RAXML tree with a final likelihood value of
22662.279899 is presented. The matoxtaired 1,143 distinct alignment patterns, with 14.65% of
undetermined characters or gapgstimated base frequencies were as follows; A = 0.240438, C =
0.261041, G = 0.266337, T = 0.232184; substitution rates AC = 1.285831, AG = 4.659840, AT =
1.516935, CG =1.218431, CT =8.611901, GT = 1.000000. The tree topology of the ML analysis is
similar to the Bayesian analysis. Bootstrap values for ML equal to or greatevG#$@amand PP
values greater than @qthe rounding of values to 2 decimg@laces) are labelledn the nodes.
Strains of the newly described species are in orange, while type strains are in bold. (LSU: 851 bp,
ITS: 545 bptefl-U: 1 2 @R: 1061 hp).

Cucurbitaria lijiangensisG.C. Ren & K.D. Hyde, Mycosphere 15 (1): 1000 (2024) Fig.5

Index Fungorum number: IF901350; Facesoffumgnber: FOF13879

Saprobicon the dead stem dfrtemisia carvifolia Sexual morphAscomata410'500 pum
diam x 3101450 pum high(x.= 460 x 390 um, n = 10), subglobose to globose, superficial,
clustered, coriaceous, uluiculate, black.Peridium 551110 um wide (x_.= 85 um, n = 30),
composed othedark outemostlayers, inner layers comprising hyaline to redebsbwn, flattened,
thick-walled cells oftextura angularisHamatheciuncomprisesli 2 um wide(x.= 1.4 um, n = 30),
composing numerous, dense, filamentous, branched, septate, hyaline pseudoparaphyses, embedde:
in a gelatinous matrixAsci 1300230 x 1832 um & = 195 x 23 um, n = 30), i@-spored,
cylindrical to cylindricclavate, apically rounded, bitunicaféssitunicate, short pedicellate, thick
walled, with a minute ocular chambétscospore7i 41 x 1320 um (X.= 35 x 17 um, n = 30),
uniseriate, muriform, ellipsoidal to broadly fusiform, ends remaining-sbaped, with acute ends,
with 6i 13 transverse gp¢éa and 26 longitudinal septa, slightly constricted at the central septum,
smooth, with guttulate, hyaline to pale brown when young, becoming brown at maturity. Asexual
morph: Undetermined.

Cul t ur e c¢ h @&scespotegerminatédiwthin 48 h on PD 6 cm diam afterthree
we e k s &ultur@#rom above, grey to greenish brown with pale yellow mycelium, floccose,
umbonate, flat; from below, gray to black.

Mat eri al exami ned Ch i n arasslavid) mmlead steBmofo vi nc
Artemisia arvifolia (Asteraceae), 28 August 2021, Y. Gao, ZG15A (HKAS 126578), living culture
KUNCC 2519125;ibid., ZG15B (HKAS 135334), living culture KUNCC 2B8203.

Known hosts anddistribution i on dead woody twigs oRhododendron rubiginosum
(Ericaceae) in China (Ren et al. 2024an dead stems oArtemisia carvifolia(Asteraceae) in
Yunnan Province, China (This study).

GenBank numb e r s19125: ITKSE R\BBA8512Z,9.SU= PV607363,tefl-U =
PV626414,rpb2 = PV640438; KUNCC 289203: ITS= PV608518, LSU= PV607364 tefl-U =
PV626415ypb2 = PV64043.

Notes I n the mul ti ge cokectignh(fUNCE 2513 25iand a n a |
KUNCC 2519203) grouped withCucurbitaria lijiangensis(KUMCC 21-0532 extype) with
100% ML and 1.00 PP suppoxalues (Fig. 4). Morphologically, ourcollectionsresembleC.
lijiangensis (KUMCC 21-0532 by its subglobose to globose, coriaceous;locilate ascomata;
cylindrical to cylindricclavate, short pedicellate, with a minute ocular chamber; muriform,
ellipsoidal to broadly fusiform asci, clearly shog changing the transverse septa with maturity
ascospores. In addition, the nucldes in ITS, LSUtefl-U, andrpb2 of ourcollection (KUNCC
2519125 and KUNCC 239203) are not different fror@ucurbitaria lijiangensistKUMCC 21-

0532). Thus, we identified ourollectionsas Cucurbitaria lijiangensisbased on phylogenetic
analyses and miphological characters. it is a new hostord onArtemisia carvifolia

DictyosporiaceaeBoonmee & K.D. Hyde, Fungal Diversity 80: 462 (2016)

Notes Dictyosporiaceae was established by E
holomorphic group characterized by cheirosporous, digitatd/or dictyosporous, pale brown to
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brown conidia, as well as globose to subglobose, dark brown to black ascomata, bitunicate asci,
septate, hyaline ascospores, which may be sheathed or unsheathed. Dictyosporiaceaalgdeospor
Dothideomycetes) comprises 20 genera with a global distribution. Members of Dictyosporiaceae
primarily act as saprobes on plant debris, as well as on dead or decaying wood in both aquatic and
terrestrial environments (Boonmee et al. 2016, Li et al. 2017b, Yang et al. 2018, Wijayawardene et
al. 2020, Atienza et al. 2028hen et al. 2022, Tian et al. 2022b, Liu et al. 2)28n updated
phylogenetic tree based on combin&8, LSU, SSU andtefl-Usequence data is presented in Fig.

6.

PseudocyclothyriellaPhukhams. & Phookamsak, Frontiers in Microbiology 12 (no. 656235): 8
(2021)amended

Index Fungorum numbel=557441 Facesoffungi Number: FOF09539

Type specieg Pseudocyclothyriella clemdis (Phukhams. & K.D. Hyde) Phukhams. &
Phookamsak

Sexual morph: &niimmersed to erumpent through the host surfacktary, subglobose to
globose uni-loculate ascomata.Composed of light brown to brown cells téxtura angularis
peridium. Numerous, dense, septate, filamentous, branched, embedded in a gelatinous matrix
hamathecium.Eight-spored, clavate to broad cylindriedavate, fissitunicatebitunicate, short
pedicellate,ocular chamber visible when immatusesci. Obovoid to sukusiform, biseriate,
rounded at apex, acute at the ends, hyaline to yellowiStseptate, guttulajeleeply constricted at
the middle septunascosporegThis study).Asexual morph: See Phukhamsakda et al. (2020) and
Jiang et al(20213.

Notes 1 Jiang et al.(20213 introduced a monotypic genu®&seudocyclothyriella to
accommodate a single coelomycetous speéleslematidis which was previously described as
Pseudocoleophoma clematidiy Phukhamsakda et al. (2020) collected fr@dematis vitalba
(Ranunculaceae) in Italy. The asexual fornPeéudocyclothyriellas characterized by subglobose
to subconical, solitary to gregarious, black, immersed to erumpent, shiny with oval, papilla,
conidiomata, thickwvalled, multilayered scleroplectenchymatous cells, dark brown to black cells of
textura angularisto textura globuloseof outer layer, hyaline to pale brown cells of inner layer
pycnidial wall, cylindrical to subcylindrical, or ampulliform, holoblastic, determinate, phialidic,
hyaline, discrete, smoothalled, aseptate conidiogenous cells, oval to oblong, slightly curved
toward the ends, hyaline to yellowish brown, smewtiled, aseptate conididiang et al. 202)a
We introduce two newPseudocyclothyriellaspecies,P. lolii and P. yunnanensjstogether with
descriptions and illustrations (Figs. 7, 8), expanddsgudocyclothyrielldrom a monotypic to a
polytypic genus. In addition, the sexual morphologyPse€udocyclothyriellas introduced in this
study.

Pseudocyclothyriella lolilY. Gao, H. Gui & K.D. Hyde, sp. nov. Fig.7

Index Fungorum numbel=903812 Facesoffunghumber: FOF17689

Holotypei HKAS 132981

Etymologyi The specific epithet is derived frobolium perenngPoaceae), from which the
holotype was collected.

Saprobicon a dead leaf bladeof Lolium perenne(Perennialryegrasy Sexual morph:
Ascomatal45 175 um diam x 110150 pm high(x.= 155 x 120 um, n = 10), subglobose to
globoseto sulglobose, sermimmersed to erumpent through host surface, scattered, solitary, uni
loculate, blackPeridium8i 15 pm wide(x.= 11 pum, n = 30), composed of 8 layers of light
brown to brown cells otextura angularis heavily pigmented at the outer layers, lined with a
hyaline layerHamatheciuntomprise2i 4 um wide(x.= 2.5 um, n = 30), composed of numerous,
dense, filamentous, branched, septate, pseudoparaphyses, embedded in a gelatinodscnatrix.
53i87 x 1018 um &= 71 x 15 um, n = 30), -8pored, clavate to broad cylindriedhvate,
apically roundeduniseriatewhen immature, biseriate when mature, fissitunicate, short pedicellate,
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thick-walled, ocular chamber visible when immatukecospoes 20i 27 x 6/ 9 um .= 25 x 8 um,

n = 35), biseriate, partially overlapping, obovoid to -fugiform, rounded at apex, acute at the
ends, hyaline to yellowish,-3-septate, deeply constricted at the middle septum, smooth, with
guttulate. Asexual morptundetermined.

Figure 57 Cucurbitaria lijlangensis(HKAS 126578,a new host record). a, b Appearance of
ascomata on the host substratéA section of an ascoma. d Peridium. e Pseudoparaphyiges. f
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Asci. Kio Ascospores. A germinated ascospore. (, r Culture characters on PDAbave, r
bd ow) . Scale bars: i1g = 560emm, ed=%a33 Q=0 6Inke ngpm . £

Dictyocheirospora xishuangbannaensis KUMCC 17-0181
Dictyocheirospora indica MFLUCC 15-0056
Dictyocheirospora aquadulcis MFLUCC 17-2571
Dictyocheirospora multiappendiculata KUNCC 22-10734
Dictyocheirospora suae KUNCC 22-12424
Dictyocheirospora pandanicola MFLUCC 16-0365

| Dictyocheirospora pseudomusae yone 234 ; i
Lt Dictyocheirospora bannica KH 332 Dictyocheirospora
B0 Dictyocheirospora thailandica MFLUCC 18-0987

Dictyocheirospora taiwanense MFLUCC 17-2654

Dictyocheirospora rotunda MFLUCC 14-0293

o0/1.00 Dictyocheirospora garethjonesii DLUCC 0848

Dictyocheirospora garethjonesii MFLUCC 16-0909

-/1.00 Dictyocheirospora aquatica KUMCC 15-0305

10010.99, Digitodesmium polybrachiatum COAD 3175

761.001" 1 Digitodesmium polybrachiatum COAD 3174 » .

Digitodesmium chiangmaiense HKAS 102163 Digitodesmium
igitodesmium bambusicola CBS 110279

Digitodesmium aquaticum MFLU 22-0203

Aquaticheirospora lignicola HKUCC 10304 Aquaticheirospora
100- Jalapriya pulchra MFLUCC 15-0348
10011.0011 Jalapriya pulchra MFLUCC 17-1683 Jalapriya

981001 | Jalapriya inflata NTOU 3855
Jalapriya toruloides CBS 209.65
951000 Vikalpa grandispora KUNCC 22-12425 )
: Vikalpa sphaerica CGMCC 3.20682 Vikalpa

7 Vikg/pa australienlsis HK(L;CCI:VI 2{%7(:0 D

quadictyospora clematidis - :
Aquadictyospora lignicola MFLUCC 17-1318 Aquadictyospora
Dictyosporium appendiculatum MFLUCC 17-2259
Dictyosporium pandanicola MFLU 16-1886
Dictyosporium thailandicum MFLUCC 13-0773
Dictyosporium strelitziae CBS 123359

Dictyosporium alatum ATCC 34953
Dictyosporium elegans NBRC 32502
Dictyosporium bulbosum yone 221
Dictyosporium krabiense MFLU 16-1890
Dictyosporium marinum GJ357

Dictyosporium duliujiangense GZCC 19-0426
o DliJctyosporium zhlejian%eans?-I l\g\é\q ggosa

: ictyosporium palmae - ; ;
sz/i Dictyosporium digitatum yone 280 Dicyosporum

Dictyosporium digitatum KH 401
as/u,gs\ Dictyosporium stellatum CCFC 241241
Dictyosporium wuyiense CGMCC 3.18703

100/0.99r Dictyosporium guttulatum MFLUCC 16-0258
N Dictyosporium hongkongensis KUMCC 17-0268
Dictyosporium tratense MFLUCC 17-2052
||—— Dictyosporium olivaceosporum KH 375
Dictyosporium nigroapice MFLUCC 17-2053
Dictyosporium tubulatum MFLUCC 15-0631

Dictyosporium sexualis MFLUCC 10-0127
Dictyosporium meiosporum MFLUCC 10-0131
Pseudodictyosporium wauense DLUCC 0801
Pseudodictyosporium wauense NBRC 30078 . .
oo oo =2 Pseudodictyosporium indicum CBS 471.95 Pseudodictyosporium

Pseudodictyosporium elegans CBS 688.93

Pseudodictyosporium thailandica MFLUCC 16-0029 ) .
Cheirosporium triseriale HMAS 180703 Cheirosporium
99/1.00) Pseudocyclothyriella yunnanensis CGMCC 3.24501

7310.97} Pseudocyclothyriella yunnanensis CGMCC 3.24502
10011.00), Pseudocyclothyriella yunnanensis CGMCC 3.24537
281990 pseudocyclothyriella yunnanensis CGMCC 3.24538
Pseudocyclothyriella yunnanensis CGMCC 3.24510 Pseudocyclothyriella
Pseudocyclothyriella yunnanensis CGMCC 3.24509
Pseudocyclothyriella clematidis MFLUCC 17-2177A
Pseudocyclothyriella clematidis MFLU 16-0280

Pseudocyclothyriella lolii KUNCC 25-19126
H0.98 Pseudocoleophoma zingiberacearum NCYUCC 19-0052
’I;seugoco;eopzoma pollygonicoladKT '1%1328

'seudocoleophoma calamagrostidis 4
Pseudocoleophoma flavescens CBS 178.93 Pseudocoleophoma
Pseudocoleophoma bauhiniae MFLUCC 17-2586

Pseudocoleophoma rusci MFLUCC 16-1444

9011.00—_| |

74/0.98

100/1.00, Verrucoccum coppinsii E00814291
_:Verrucoccum spn[;’llle: SPO 2343 e
100/1.00) Immotthia bambusae HKAS 112012 Immotthia

-/1.00

Immotthia bambusae HKAS 112012AI
o0 O'ME Neodendryphiella michoacanensis FMR 16098

Neodendryphiella mali FMR 16561 Neodendryphiella
Neodendryphlella tarraconensis FMR 16234
L Pseudocoleophoma guizhouensis MFLU 18-2262 Pseudocoleophoma
82/1.00 Dendgphlella aravinosa CBS 141286
= BIZLOB_S‘:L endryphiella fasciculata MFLUCC 17-1074 )
100/1.00 Dendryphiella variabilis CBS 584.91 Dendryphiella

od1.00— Dendryphiella phitsanulokensis MFLUCC 17-2513
Dendryphiella eucalyptorum CBS 137987

—— Gregarithecium curvisporum KT 922 Gregarithecium
_ﬂmwmc Periconia igniaria CBS 379.86 Outaron
Periconia igniaria CBS 845.96 group

Figure 6 7 RAXML phylogram generated fromcombined dataset of partial ITS, LSU, SSind
tel-U DNA sequence analyses for De obtained ®Ilpwingi a c e
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Jiang et al. (2021a) and Liu et al. (20pNinety strainswereincluded in the combined analyses,

which comprisd 3,717 charactersn the combinedITS, LSU, SSUY andtefl-U al i gnmen

Periconia igniaria(CBS 379.86 and CBS 845.96) maused as the outgrotgxa The besscoring

RAXML tree with a final likelihood value 0f23324.802965 is presented. The matontained

1268 distinct alignment patterns, with 35.48% of undetermined characters or gaps. Estimated base

frequencies were as follows; A = 0.242659, C = 0.243125, G = 0.268984, T = 0.245232;

substitution rates AC = 1.505187, AG = 3.350360, AT = 2.204293, CG = 0.807367, CT =

8.344023, GT = 1.000000. The tree topology of the ML analysis is similar to the Bayesian analysis.

Bootstrap values for ML equal to or greater than 70% and PP values greater than 0.90 (rounding of

values to 2 decimal places) are labelled on the nodes. Strains of the newly described species are in

orange, while type strains are in bold. (ITS: 514 bp, LSU: 1255 bp, SSU: 10&f1dg: 901 bp)
Cul t ur e c h @&sciamndtseosporegferminated within 48 h on PDA. 1.5 cm diam

aftertwoweeks at 27 . cultures from above, whit e
radiating in the lower part; from below, creavhite, radating outwardly.
Materi al examined C h i gnaasland,Yon a dead leaPhladev i n c e

Lolium perenngPoaceae), 27 August 2022, Y. Gao, QG28B (HKAS 132981, holotyp&ypex
living cultureKUNCC 2519126.

GenBank number s19126: IKSB NPE808525,5L.SU= PV607371, SSU=
PV607278tefl-U= PV626422

Not es Based on our phyl ogenet i canddefld)l y s i s
sequence datdhe collection of our novel speciePseudocyclothyriella lolilKUNCC 2519126,
ex-type) is closely related tB. clematidis(MFLUCC 17-2177A, ex-type) with 83% ML and 1.00
PP statistical support (Fig). Pseudocyclothyriella Ioli(KUNCC 2519126) andP. clematidis
(MFLUCC 17-2177A) showed a 11.75% (63/536 bp, with 5 gaps) base pair difference in the ITS
region, 2.25% (17/756 bp, without gaps) base pair difference in thegeB&iegion, 6.5% (46/707
bp, without gaps) base pair differencetefl-U r egi on . Previously, t he
Pseudocyclothyriellshad never been reportd@hukhamsakda et al. 2020adg et al. 2020a
Pseudocyclothyriellavas established to accommod®&eclematidis,and it was known only from
its asexual morph. @ new collection, Pseudocyclothyriella loliis from adead leafblade of
Lolium perennéPoaceae)which reports the sexual morph. Hence, we antieadiescription of the
Pseudocyclothyriellgenusto accommodate its sexual morfterefore, based on the polyphasic
approach recommended for species boundaries delimitation (Jayawardena et al. 2021
Maharachchikumbura et al. 2021a), we introdeseudocyclothyriella lolias a novespecies.

Pseudocyclothyriella yunnanensié. Gao, H. Gui & K.D. Hyde, sp. nov. Fig.8

Index Fungorum numbel=903813 Facesoffunghumber: FOF17690

Holotypei HKAS 128785

Etymologyi The specific epithet Ay unnawherethe s 0
holotype was collected.

Saprobic on a dead stem of gras§exual morph: Undetermined. Asexual morph:
Conidiomata300' 320 em diam x 1302 9 Om high (x.= 314 x 230 pum, n = 15), superficial,
solitary or scattered, uniloculate, conical or subglobose to globose;vihltdd, black, ostiolar
neck central, with minute papillaConidioma wall40i 110 em wide .= 74 pm, n = 30),
multilayered, outer layer composed of light brown to brown celtexitira angularislined with a
thick hyaline layer bearing conidiogenous cells, loosely arranged and wider at the sides and the
bottom.Conidiophoregeduced to conidiogenous celi3onidiogenous cell2.54.5 x 35em (x.=
3.5 I 4 em, n = 20), subglobose or phialidic
conidioma.Conidia3.54.5 x 23 em (x= 4 x 2.5em, n = 30), oval, aseptate, withi 2 guttules
in each cellsmoothwalled, hyalinewhen immature, yellowish brown at maturity.

Cul ture characteristics C afterthreeweeks ab25°CP D A |
colonies from above, circular, dense, white, umbonate, papillate with fluffy; from below, cream,
radiating outwardly.
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Figure 77 Pseudocyclothyriella loliiHKAS 132981, holotype). a, b Appearance of ascomata on
the host substrate. A section of an ascoma. d Peridium. e Pseudoparaphy§e#sé€i. k
Ascospores. Germinatedascospores. m, n Culture characters on PDAgbove, nbelow). Scale
bars: c¢cil= $03€@ mgmd

Materi al examined C h i ngeassland,won a @decaying stafv i n c e
unidentified grass, 25 August 2022, Y. Gao, QG5A (HKAS 128785, holotypel}ym living
culture CGMCC 3.24501bid., QG5B HKAS 128786, isotype), esotype, CGMCC 3.24502;
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China, Yunnan Province, Quijing, on a decaying stémnidentifiedgrass, 27 August 2022, Y.
Gao, QG18A (HKAS 128797, paratype),-paratype, CGMCC 3.2450%)id., QG18B (HKAS
128798, CGMCC 3.24510)bid., QG107A (HKAS 128783, CGMCC 3.24537hid., QG107B
(HKAS 128784, CGMCC 3.24538).

GenBank number s CE ING@B5138 LIUA FPYED7365, SISB=
PV607272,tefl-U = PV626416; CGMCC 3.24502TS = PV608520, LSU= PV607366, SSU
PV607273,tefl-U = PV626417; CGMCC 3.24509: ITS PV608521, LSU= PV607367, SSU
PV607274,tefl-U = PV626418; CGMCC 3.24510: ITS PV608522, LSU= PV607368, SSU
PV607275,tefl-U = PV626419; CGMCC 3.24537TS = PV608523, LSU= PV607369, SSU
PV607276,tefl-U = PV626420; CGMCC 3.24538: ITS PV608524, LSU= PV607370, SSU
PV607277tefl-U= PV626421.

N o t ePseudocyclothyriella yunnanensssintroduced as a new species based on its distinct
morphology and the phylogeny of the combined SSU, LSU, &r@8ltefl-U sequence dataDur
collectiors formed a sister lineage Rseudocyclothyriella clematidiMFLUCC 17-2177A, MFLU
16-0280) with 100% ML and 1.00 PP suppomalues (Fig. 6). Sequence comparison between
Pseudocyclothyriella yunnanengiSGMCC 3.24501) an®. clematidistMFLUCC 17-2177A,ex-
type) showed a 3.74% (20/535 bp, with 2 gaps) base pair difference in the ITS region, 0.63%
(5/793 bp, without gaps) base pair difference in the LSU region, 2.84% (20/705 bp, without gaps)
base pair difference itefl-U r egi on. M d*sepdboydoitygiella yahnangngidfers
from P. clematidistMFLUCC 17-2177A) in its conidiomata size (30820 x 130290 mL/W =
1.5vs.130150 x 1001 3 0 , LgWn= 1.2), thickness of conidiomatal wall (#010vs.20i3 0 & m
wide), the size ofconidia @.54.5 x 23 ¢ mL/W = 16vs. 518 x 24 ¢ bW = 2.2
(Phukhamsakda et al. 2020). Therefore, based on the approaches recombyeralenvardena et
al. (202) and Maharachchikumbura et al. (2021fay speciesdelimitation we irtroduce
Pseudocyclothyriella yunnanensis a new species.

DidymellaceaeGruyter, Aveskamp & Verkley, Mycol. Res. 113 (4): 516 (2009)

Notes Didymellaceae was introduced by de Gruyter et al. (2009) thightype genus
Didymella It is the largest familyn Pleosporales, comprisirg0 genera as noted kyyde et al
(20248). The sexual morph of this family is characterized mainly by immergiibose to
flattened, pseudotheciwith ostioles and pseudoparenchymatal cells;spored bitunicate asci,
clavate or saccate to cylindricatsgéptate ascospores (didymospores) or rsalpitate dictyospores.

The asexual morphs are coelomycetous conidiomata with pycnidial, erumpent, unilocular with cells
of textura angularis conidiophores are absent, filiform, branched, septate, enteroblastic
conidiogenous cells, doliiform to lageniform, phialidic, smeatiled and conidia of various
shapes: globose, ellipsoid, fusiform, cylindrical, pyriform, guttulate, hyaline or pigmented, aseptate
or septate (Hongsanan et al. 2020a). SpeciBsdymellaceaeare cosmopolitan and are commonly

plant pathogens, causing leaf and stem lesions on a wide range of hosts (de Gruyter et al. 2009,
Chen et al. 2017). They also exhibit diverse lifestyles, functioning as endophytes, saprobes,
fungicolous fungi, or lichenicolous fungi (Aveskamp et al. 20%3).updated phylogenetic tree

based on combindd’S, LSU,tub2, andrpb2 sequence data is presented in Fig. 9.

EpicoccumLink, Mag. Neuesten Entdeck. Gesammten Naturk. Ges. Naturf. Freunde Berlin 7: 32
(1815)

Notes Epicoccumwas established by Link (1815), witpicoccum nigruntlesignated as its
type species, later revised by Chen et al. (2015). Members of this genus exhibit diverse ecological
roles, functioning as saprobes (Jayasiri et al. 2017), pathogens Raz2@19) and endophytes
(Favaro et al. 2012, Dzoyem et al. 2017), inhabiting various plant tissues in both aquatic and
terrestrial environments (Voronin et al. 2021, Barreto et al. 20R2gi)coccumdisplays both
hyphomycetous and coelomycetous synanamorphs (Chen et al. 2015, Thambugala et al. 2017). The
hyphomycetous asexual morph is distinguished by dark sporodochia with branched conidiophores
and mone to polyblastic, hyaline conidiogenous cells that generate pigmented, occasionally

3301



verruculose, dictyoconidia (Link 1815, Chen et al. 2015, de Silva et al. 2021). The coelomycetous
asexual morplproducesconidia within pycnidial conidiomata (Chen et al. 2015). Index Fungorum
(2025) lists 179 records fdEpicoccum However, sequence data are lacking for the majority of
species described before the year 2000, with only 48 species supported by molecular data (de Silva
et al. 2021, Keirnan et al. 2021, Tian et al. 2024). In this study, we report three new r&cords (
dendrobii E. mackenzieiand E. viciaevillosag and describe one new speciés Kunmingense

with descriptions, illustrations and the phylogenetic analyses (Fi@8).9

Epicoccum dendrobiQ. Chen, Crous & L. Cai, Studies in Mycology 87: 140 (2017) Fig. 10
Index Fungorummumber: IF818964; Facesoffungi number: FoOF18348

Figure 8 T Pseudocyclothyriella yunnanens{slKAS 128785, holotype). a, b Appearance of
conidiomata onthe hostsubstrate. ¢, d Vertical sect®rthrough conidiomi& e Section of
conidioma wall. f Conidiogenous cells awdnidia. g Conidia. PA germinated conidiumi, |
Colony on PDA(i: above, |: below)Scale bars: ¢, d = 1@n, e = 5Cm, g=10em, f, h = 5em.
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Saprobicon a dead leaf bladeof grass. Sexual morph: Undetermined. Asexual morph:
Colonies effuse on theatural substrate, scattered, dark brown to dadnidiomata immersed or
semiimmersed, conical globose to lenticular.Conidiophores micronematous, reduced to
holoblastic conidiogenous cell€onidial8 22 x 1117 em (x.= 19.5 x 14em, n = 20), irregular
ellipsoid or rarely globose to subglobose, brown to dark brown, rough, verruculose, truncate at
base, sometimes with a basal cell.

Cul t ur e c h &onaia geeminatedt witlins48 h on PDA. 6 cm diaafter three
weeks at 27 , ¢dehse,cincutas unfoonatanyekolw; drammebelow, pale yellow.
Mat eri al exami ned K@rmingy andeady sters nfaumdenffiec v i n ¢
grass(Poaceae), 13 June 2022, Y. Gao, BGHKAS 135359), living culture KUNCC 25
19130.
Known hosts andlistribution 7 on leaf spots oDendrobium fimbriatun{Orchidaceae) in
China (Chen et al. 2017), ahead stemm of grass(Poaceae) in Yunnan Province, Chifhis
study).
GenBank n KUNCE 2519130: ITS= PV608531 LSU = PV607377 rpb2 =
PV665020.
Not es I n the multi g edletiop(RUNC® 2H£89430)tgrogpeda n a |
with E. dendrobii(CGMCC 3.18359, LC 8146, SMELITFig. 9). Morphologically, ourcollection
(KUNCC 2519130) is similar tce. dendrobii (CGMCC 3.18359, exype) in having globose or
subgloboseyriform conidia, which are smooth when young, later beune multicellular
phragmosporous, verrucqosnd brown. Our newollectionis a saprophyte anitlis reported as a
new host record on grass in China based on phylogeny and morphology

EpicoccumkunmingenseY. Gao, H. Gui & K.D. Hyde, sp. nov. Fig. 11

Index Fungorum numbelf=903815 Facesoffunghumber:FoF17692

Holotypei HKAS 133002

Etymologyi The speci fic epit hethe typklacalityofrthisdumgi®e 0 r
Kunming City, China

Saprobicon dead stemof grass. Sexual morph: Undetermined. Asexual mo@iionies
effuse on the natural substrate, aggregatidk brown to dark.Conidiomata sporodochial,
irregular, gregarious, superficialonidiophores7i 17 x 57.5em (x.= 14.5 x 6.5em, n = 15),
micronematous, reduced to holoblastic conidiogenous Gaisidiogenous cellSi 8 x 3 5.5em (X_
= 7 1Im, 4= 25), short cylindrical, yellow to brow@onidia15i20 x A13em (x.= 16.5 x
10.5 ¢&m, n dpsoitl 53grely glabose to bupglobasd, brown to dark brown, verruculose,
truncate at base, sometimes with a basal cell.

Cul t ur e c¢ h & ondia geeminatedt withins48 h on PDA. 6 cm diaafter three

weeks at 27 . cul t ur e g unfbonaten fluttyb pale gellovbrdvennvithe | Ci
white or pink spots; from below, pale yellow.

Materi al exami ned C h i n adead ¥tersofunidentifiedgoassi n c e
(Poaceae), 23 June 2021, Y. Gao, CCSGAKAS 133002, holotype)ibid., CCSGB (HKAS
145992)

GenBank number s = VBO8529 LS B3PV @D 2375tub2F V613301

rpb2 = PV654117HKAS 145992: ITS= PV608530 LSU = PV607376tub2 = PV613302rpb2 =
PV654118.

Notes Il n the mul tiagrenewecollptbng(HIKAS d3B@OL HKAS a na l
145993 grouped withE. mackenzie(MFLUCC 160335, ex-type) with 3% ML and 0.87 PP
supportvalues(Fig. 9). Epicoccum mackenzigias reportedvith its sexual morph by Jayasiri et al.
(2017),however the asexual morph was not observed. The pairwise nucleotide comparison showed
that ourcollection (HKAS 133002) differs fromEpicoccum mackenzi¢gMFLUCC 16-0335) in
27/554 bp ofrpb2 (4.87%, without gaps). Morphologically, ocwllectiondiffers from Epicoccum
mackenzie(KUNCC 2519128 KUNCC 251912) in its conidiomata (irregular, gregarious.
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globose, scattered), conidiogenous celis8(8 35 . 5, LAMm= 1.5,cylindrical vs.4i6 x 2.54

e mL/W = 1.5,cylindrical or globose), conidia (120 x 71 3 ,&/W =1.8vs.9113 x59 me

L/W = 1.6, colony characters (from above pale yeHbmwn with white or pink spots from below

pale yellowvs from above white, from below white to creampad®d on the polyphasiaxonomic
approach recommended for species boundaries delimitation (Jayawardena et al. 2021,

Maharachchikumbura et al. 2021&picoccum kunmingensg introduced as a novel taxon by an
asexual morph from Chira this study

Figure 107 Epicoccum dendrobifHKAS 135359 a new host recojdai ¢ Colonies on the host
substate d Conidiogenous cells with attached conidium. e Coniddagérminated conidium. g, h
Culture characters on PDA:(@boveh:b el ow) . Scale bars: e = 30 ¢€n
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-+ Epicoccum chloridis BRIP 7246
E icoccum triodiae BRIP 72492b
:picoccum rhynchosporae BRIP 72439a
Epicoccum chloridis M1499
100/1.00, Epicoccum huancayense CBS 105.80
Epicoccum proteae CBS 114179
100/1.00) Epicoccum terminosporum ZHKUCC 22-0224
an o . | Epicoccum terminosporum ZHKUCC 22-0229
- Epl‘coccum duchesneae CGMCC 3.18345
-/1.00 picoccum dickmanii CBS 124671
00) Epicoccum nontaporniae BRIP
icoccum nontaporniae BRIP
picoccum multiceps CBS119734
Epicoccum draconis CBS 186.8
- picoccum brahmansense CBS 990.95
76/0.98! Epicoccum brasiliense CBS 120105
100 i Epicoccum ellisrowaniae MST FP22293
picoccum pseudokeratinophilum MFLUCC 18-1593

23
© WO
X

-11.00| -10.9¢

-/0.98

Epicoccum keratinophilum UTHSC-DI16.271
Epicoccum plurivorum CBS 558.81

— Epicoccum henningsii CBS 104.80

77/1.00 1619 j&E'—_Duﬂl_rgella Islanctat CbBS 281 ngs 381.96

idymella protuberans : 5

Didymella prosopidis CBS 136414 Didymella
idymella prolaticolla CBS
Nothoghoma brennandiae CB:
Nothophoma anigozanthi CBS 381.91 Nothophoma
Nothophoma acaciae CBS 143404

Ascochyta medicaginicola CBS 11
Ascochyta nigripycnidia CBS 116

100/1.00

2.5
.96 Ascochyta

Ascochyta coronillae emeri MELUCC 13

= 100/1.00— Neodidymelliopsis xanthina CBS 383.6 ) .

06 400200 Neodidymelliopsis achlydis CBS 256.7 Neodidymelliopsis
= Neodidymelliopsis longicolla CBS 382.96
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Figure 97 RAXML phylogram generated fromcombined dataset of partial IT&SU, tub2, and

rpb2 DNA sequence analyses fapicoccum Related sequences are obtained following Tian et al.
(2024). One hundrednd six strainswere included in the combined analyses, which comgrise
2,295 charactersn the combinedTS, LSU, tub2, andrpb2 alignment.Neoascochyta desmazieri

(CBS 297.69) was used as the outgroup taxon. Thesbeshg RAXML tree with a final
likelihood value of-15447.513440 is presented. The matbntained685 distinct alignment
patterns, with 15.90% of undetermined characters or gaps. Estimated base frequencies were as
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follows; A = 0.239405, C = 0.245214, G = 0.274757, T = 0.240624; substitution rates AC =
1.530143, AG =5.765732, AT = 1.863354, CG = 0.931494, CT = 11.601279, GT = 1.000000. The
tree topology of the ML analysis is similar to the Bayesian analysis. Bootstrap values for ML equal
to or greater thaid0% and PP values greater than 0.90 (rounding of values to 2 decimal places) are
labelled on the nodes. Strains of the newly described species are in orange, while type strains are in
bold. (ITS: 486 bp, LSU: 880 bpb2: 333 bprpb2: 596 bp)

Figure 11 i1 Epicoccum kunmingensgiKAS 133002, holotype). a, b Colonies on the host
substrate ¢ Sporodochium. d, ¥ertical sectios of sporodochiafih Conidiogenous cells with
attached conidiumi n Conidia. 0A germinated conidium. golony on PDA(p: above, qg: below)
Scale bars:ie = 50em, 0 = 30em, f = 20em, g n = 10em.

Epicoccum mackenzielJayasiri, Camporesi & K.D. Hyde, Mycosphere 8 (8): 1093 (2017)
Fig. 12
Index Fungorum numbel=552362 Facesoffunghumber:FoF02503
Saprobiconthedead stem ofolium perenneSexual morph: Undetermined. Asexual morph:
Colonies effuse on the natural substrate, scattered, dark brown t&€Cdaitiomata80i 110 x 65
85em (x.= 96 x 76em, n = 10), sporodochial, globose, scattered, superfiCiahidiophores
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micronematous, reduddo holoblastic conidiogenous celidonidiogenous celldi 6 x 2.54 em (X_
= 5 rh, n 820} short cylindrical or globose, yellow to bro@enidia9i 13 x 59 em (x= 12
I 7 &m, n = 25), mostly el l i psoi down, veaucddsey gl o
truncate at base, sometimes with a basal cell.
Cul tur e c h & onidia tgerminated witleirs 48 h on PDA. 2 cm diaafter two

weeks at 27 . cul tures from above, dense, cir
cream.
Materi al examined Ch i mgrassland, ameadstermoPLolom i n c e,

perenne(Poaceae), 25 August 2022, Y. Gao, Q&&BIKAS 135355), living culture KUNCC 25
19128 ibid., QG6M (HKAS 145983)living culture KUNCC 2519129.

Known hosts ad distribution’ on dead aerial stesrof Ononis spinosgFabaceaein Italy
(Jayasiri et al. 20)7ondead stemof Lolium perenngPoaceae) in Yunnan Province, China (This
study).

GenBank number s19128: I'KSE NEZ608527 ASU = PV607373 rpb2 =
PV665021.KUNCC 2519129: ITS= PV608528LSU= PV607374rpb2 = PV665022.

N o t drsthe multigene phylogenetic analysesr collectiond KUNCC 2519128 KUNCC
25-19129)groupedwith Epicoccum mackenzi¢gMFLUCC 16-0335, ex-type) with 84% ML and
1.00 PPsupportvalues(Fig. 9). However, theasexual morph oE. mackenzie{(MFLUCC 16:0335)
was not observed, and the morphgof collectionand E. mackenzie(MFLUCC 16:0335)could
not be compareqJayasiri et al. 2017)The pairwise nucleotide comparison showed that our
collection (KUNCC 2519128) differs fromE. mackenzie(MFLUCC 16-0335) in 23/555 bp of
rpb2 (4.14%, with 1 gap)n 0/490 bp of ITS (0.00%), 0/845 bp of LSU (0.00%)erefore, based
on the polyphasic approach recommended for species boundaries delimitation (Jayawardena et al.
2021, Maharachchikumbura et al. 2021a), we introdoige collectionsas a new host anda
geographical recordf E. mackenzigiand provide its asexual morph.

Epicoccum viciaevillosae W.S. Zhao, Q. Ning & J.Y. Yan, Mycosphere 14 (1): 19 (2023)
Fig.13

Index Fungorummumber: IF558424; Facesoffungi number: FoF10794

Saprobicon dead stemof Lolium perenne Sexual morph: Undetermined. Asexual morph:
Colonies effuse on the natural substrate, scattered bdawkn to dark Conidiomatasporodochial,
irregular, scattered, superficialConidiophores micronematous, reduced to holoblastic
conidiogenous cellsConidia 16126 x 15i29 em (x.= 20 x 21em, n = 25), multicellular
phragmosporous, mostly globose to subgke, brown to dark brown, rough, verruculose, truncate
at base, sometimes with a basal cell.

Cul tur e c¢ h & ondia tgegminated witlsins 48 h on PDA. 2 cm diaafter two
weeks at 27 . cultures from above, dense, cir
cream.

Mat eri al exami ned Kudrhimgroadead ¥tersrofrunidentifRedgoassi n ¢ e
(Poaceae), 25 March 2021, Y. Gao, GY46 (HKAS 135340), living culture KUNCID237.

Known hosts andlistributioni from Vicia villosa(Fabaceae) in China (Abeywickrama et al.
2023), on dead steswf grass(Poaceae) in Yunnan Province, Chiiaié study).

GenBank numbe rr19127: ITSEPW08526RP3R) = PV607372.

Notes I n the phyl og&beandrpb2, euncdlécjos KINCCG 25 | TS,
19127 groupedwith Epicoccum viciaerillosae (HNWVVL EP1, HNWVVP EP3)(Fig. 9). Our
collection (HKAS 135340) is morphologically similar tBpicoccum vicia&villosae (HNWVVL

EP1, extype) in having scattered conidiomata and multicellular, globose to subglobose conidia.
The comparison of nucleotides shows our collection has 100% (489/489) and 100% (776/776)
similarities withEpicoccum vicia&villosaein ITS and LSU sequence data, respectively. Therefore,
based on the polyphasic approactoramended for species boundaries delimitation (Jayawardena

et al. 2021, Maharachchikumbura et al. 202%8),identified ourcollectionasEpicoccum viciae
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villosaebased on morphological characters and phylogenetic analyses. Oooltestionis a new
host record bgrasg(Poaceaen China.

Neoascochyt®ian Chen & L. Cai, StudMycol. 82: 198 (2015)

Notes Chen et al.(2015) establishedNeoascochytdo accommodate taxa that exhibit
morphological similarities tAscochytabut are phylogenetically distinct. This genus is classified
within the family Didymellaceae, whose members are predominantly parasitioady substrates
and ondead herbaceous stems and leaves (Hyde et al. 20183 were 21 species accepted in the
genusNeoascochytgIndex Fungorum2025). This genus is morphologically characted by
pseudothecial ascomata, cylindrical subclavate asci, hyalineylindrical to ovoid, iseptate
ascospores. The asexual morph is coelomycetowsth pycnidial conidiomata, a
pseudoparenchymatous wall, ampulliform to doliifoomn obpyriform conidiogenous cellsand
fusoid to cylindrical, hyalingobclavateovoid to ellipsoidal conidia (Chen et al. 201)this study,
we introduce a new host record fdeoascochyta humicokand a new specieBl. zhaotongensis
together with descriptions and illustrations (Figs. 15, 16). An updated phylogenetic tree based on
combined TS, LSU,tub2, andrpb2 sequence data is presented in Fig. 14.

Neoascochyta humicol&.W. Hou, L. Cai & Crous, Studycol. 96: 389 (2020) Fig. 15

Index Fungorum number: IF834683; Facesoffungi number: FOF18349

Saprobicon dead stesof grass.Sexual morph: Undetermined. Asexual mor@bnidiomata
115150 em diam x 901 2 Om hggh (x.= 140 x 100 pum, n = 10), immersed erumpentwith
dark brown to black spots on the host surface, subglobose to globose, scattered or gregarious, black,
ostiolate. Ostiole circular, papillate.Conidioma wall13(25 em wide & .= 18 um, n = 30),
composed of thickvalled, brown to hyaline cells eéxtura angularisConidiogenous cellSi 15 x
219 me(x.=5 x 10em, n = 15), enteroblastic, phialidic, cylindricaliscrete or integrated,
indeterminate, smooth, arising from inner layers of conididDeanidial5.519 x 46 em (x= 17
I 5 &m, n = 1-seMale, slightly sonsfricied at the septa, straight, obtuse at both ends,
smoothwalled, guttulatehyaline.

Culture characteristics C afterdonriweegs an2@°C,P D A
colonies from above, circular, dense, papillate with fluffy, gray with white spots; from below, gray
with black spotspaler toward margins.

Materi al ehinaa YunnareRtovince, Kunming, on a decaying stémnidentified
grass(Poaceae), 1 October 2022, Y. Gao, MG12 (HKAS 132974), living culture KUNGC 25
19131.

Known hosts anddistributioni from soil in the United States (Hou et al. 2020), dead
stens of grasgPoaceae) in Yunnan Province, Ch(ithis study).

GenBank number sl9131:ITR B NPZB08532 ASU = PV607378 rpb2 =
PV655529.

N o t eNeoascochyta humicolaas introduced by Hou et al. (2020), who concluded from a
phylogenetic perspective thit humicola(CBS 127323 extype) formed a distinct sier lineage
with N. fusiformis (CBS 876.72 extype). However, the morphological information of
Neoascochyta humicol@BS 127323was not provided. In this study, ocwllection(KUNCC 25
19131) groupedvith the ex-type strain of Neoascochyta humicol@CBS 127323) with72% ML
and 1.00PP statistical support (Figl4). Morphologically Neoascochyta humicoldiffers from
N. fusiformisby conidiomata(115 150 x 90120, L/W = 1.3vs. 230600 x 220440 ml./W =
1.3), conidiogenous cellsi(®5 x 29,L/W =1.8vs.7.511 xG1 0 ¢&/W = 1.2), conidia length
(15519vs.16125. 5 € m) ( H oThereéote, wa introdu@eCo@ollectionas a new host
and a geographical recoafl Neoascochyta humicofaom grass (Poaceae) in China gmdvide a
detailed morphologicalescription.

Neoascochyta zhaotongensys Gao, H. Gui & K.D. Hyde, sp. nov. Fig. 16
Index Fungorum numbel=903816 Facesoffunghumber:FoF17693
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Holotypei HKAS 132989

Etymologyi The specific epit het ZhabdtenyGity,twheregthen s i s ¢
holotype was collected.

Saprobicon a dead leaf bladef Dactylis glomerataCock'sfoot or orchard grassBexual
morph: Ascomateb0i 75 pm diam (x.= 66 um, n = 15), subglobose to globose, séminersed to
erumpent througkhe host surface, scattered, solitary,-logulate, dark browrPeridium6i 10 pm
wide (x.= 8 um, n = 20), composed of 3 layers of light brown to brown cells t#xtura anglaris
or textura globulosaAsci 3872 x 1126.5 um &= 56 x 20 um, n = 30), -8pored, broad
cylindricalclavate, bitunicate, fissitunicate, apically rounded, short pedicellate;whilb&d, with
anocular chamberAscospore®0i 25 x 8 8 um k.= 23 x 7um, n = 30),biseriate broad fusiform
with acute ends, tapering towards the endseptate, constricted at the septum, smooth, with
guttulate, hyaline. Asexual morph: Undetermined.

. 'l! f"
=== EEAR A
‘ . “6@ m“ﬁ‘i’% -

v..

Figure 127 Epicoccum mackenzi¢HKAS 135355,a new host andh geographical record). a, b
Colonies on the hostubstratec, d Conidiomata. e Conidiogenous cells with attached conidia. f
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Conidia. iA germinatedconidium. j Culture characters on PDf{: below, right:above).Scale
bars:c=5&m, d =30em, e, i =20m, fih = 10em.

Figure 1371 Epicoccum viciagiillosae (HKAS 135340,a new host record). a, b Colonies on the
host substrate ¢ Sporodochia.id Conidia. jA germinated conidium. k, | Culture characters on
PDA (k: abovel:bel ow) . Scal e biaxlss .ecm d, | = 20 em, e

Cul t ur e c¢ h Aasdagenirmated wsthini48 lson PDA. 1.5 cm diaaftertwo weeks
at 27 . cultures from above, dense, <circul ar,
marginand gray athe center.

Mat eri al examined Ch i grasslandl anead atermoffDactyNsi n c e
glomerata(Poaceag)27 August 2022, Y. Gao, QG90 (HKAS 132989, holotypejtyer living
cultureKUNCC 2519132.

GenBank number s19132: IKSB WEZ608533 ESU = PV607379 rpb2 =
PV655530.
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Neoascochyta graminicola CBS 447.82
Neoascochyta graminicola CBS 102789
100/1.00f Neoascochyta graminicola CBS 301.69
051400 Neoascochyta graminicola CBS 816.84
] Neoascochyta graminicola CBS 815.84
dorL.00f Neoascochyta europaea CBS 820.84
Neoascochyta europaea CBS 819.84
Neoascochyta exitialis CBS 110124
Neoascochyta exitialis CBS 812.84
"t Neoascochyta exitialis CBS 811.84
0/1.00f Neoascochyta exitialis CBS 389.86
99/1.00 Neoascochyta exitialis CBS 113693
—— Neoascochyta dactylidis MFLUCC 13-0495
Neoascochyta zhaotongensis KUNCC 25-19132
7211.00; Neoascochyta humicola KUNCC 25-19131
80~ 1L Neoascochyta humicola CBS 127323
Neoascochyta fusiformis CBS 876.72
Neoascochyta longispora CBS 113420
Neoascochyta triticicola CBS 544.4
Neoascochyta mortariensis CBS 516.81
Neoascochyta tardicrescens CBS 689.97
/11.00 Neoascochyta argentina CBS 112524
Neoascochyta rosicola MFLUCC 15-0048
— —— Neoascochyta yunnanensis YCW1883
Neoascochyta paspali ICMP 6614
811 Neoascochyta paspali ICMP 6819
100/1.00.23/0-98| Neoascochyta paspali ICMP 6615
Neoascochyta paspali CBS 560.81
Neoascochyta paspali CBS 561.81
= 10011.00 \y NVeoascochyta soli LC 8166
I{Neoascochyta soli LC 8165
99/0.95

B

98/1.00

1
=
o

86 90/1.00
] 100/1.00

82/1.0

Neoascochyta fuci CMG 47
Neoascochyta fuci CMG 48

Neoascochyta desmazieri CBS 758.97
100/110%1[‘.00 Neoascochyta desmazieri CBS 247.79

Neoascochyta desmazieri CBS 297.69

Neoascochyta cylindrispora UTHSC DI16 359
Neoascochyta pseudofusiformis GUCC 23.0045
3 100/1.00] Neoascochyta pseudofusiformis GUCC 23.0047
1001.004 | Neoascochyta pseudofusiformis GUCC 23.0046
Neoascochyta zhejiangensis YCW1361
201 100/1.00 1 Vandijckomycella snoekiae CBS 144954 Outgroup

L Vandijckomycella joseae CBS 143011

Figure 147 RAXML phylogram generated fromcombined dataset of partial ITS, LSWp2, and

rpb2 DNA sequence analyses fleoascochytaRelated sequences are obtained following Fu et al.
(2024). Fortythree strainswere included in the combined analyses, which comgri2@76
charactersn the combinedTS, LSU, tub2, andrpb2 alignment.Vandijckomycella joseafCBS
143011) and/andijckomycella snoekig€BS 144954) were used as the outgrtaya The best
scoring RAXML tree with a final likelihood value 68682.499472 is presented. The matrix
contained462 distinct alignment patterns, with 15.33% of undetermined characters or gaps.
Estimated base frequencies were as follows; A = 0.238376, C = 0.242965, G = 0.278387, T =
0.240272; substitution rates AC = 2.504713, AG = 8.499645, AT = 2.121347, CG = 1.106325, CT
= 15.690257, GT = 1.000000. The tree topology of the ML analysis is similar to the Bayesian
analysis. Bootstrap values for ML equal to or greater tH®&6 and PP values greater than.9
(rounding of values to 2 decimal places) are labelled on the nodes. Strains of the newly described
species are in orange, while type strains are in bold. (ITS: 487 bp, LSU: %0833 bpypb2:

596 bp)

N o t e $orphological characteristicend multigeneanalyses have demonstrated that
Neoascochyta zhaotongengiS(UNCC 2519132)is a phylogenetically distinct species, showing
the close relationship tbl. dactylidis (MFLUCC 130495 extype) with 99% ML and 1.00 PP
support values (Figl4). Neoascochyta dactylidigpreviously collected on dead aerial stems of
Dactylis glomeratgPoaceae) in Italy (Let al. 2@03), but the authors have not providind sexual
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morph for this fungus.Therefore, themorphological comparison between our new species and
Neoascochyta dactylidigs not possible.The pairwise nucleotide comparison showed that our
collectionNeoascochyta zhaotongen§idJNCC 2519132) differs fromN. dactylidis (MFLUCC
13-0495) in 16/476 bp of ITE.4%, with 4 gaps 3/877 bpof LSU (0.3%, without gapsBased on
both phylogeny and morphologiMeoascochyta zhaotongenssdescribed as a new species from
China

Figure 1571 Neoascochyta humicoltHKAS 132974,a new host anda geographical record).
a, b Apearance of conidiomata on the hagstbstrate c, d Vertical section of conidiomaa.
e Conidioma wall. f Conidiogenous cells. g Conidi#& germinated conidium, j Colony on PDA
(i: above, j: below)Scale bars:ie = 50em, g, h = 3&m, f = 20em.
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DidymosphaeriaceaeMunk, Dansk botanisk Arkiv 15 (2): 128 (1953)

Notes Didymosphaeriaceae was established by Munk (1953), idiimosphaeriaas the
type gents. Didymosphaeriaceae comprisésdenera and 255 speciddy@e et al. 202a). The
sexual morphsof this family are characterized by globose to subglobose, centrally ostiolate
ascomata, trabeculate pseudoparaphyses that predominantly anastomose above the asci (Liew et al
2000), cylindric or oblong pedicellate asand brown, thickwalled, septate ascospores (Aptroot
1995, Ariyawansa et al. 2084 The asexual morphs are described as fusiclatikerand phoma
like (Hyde et al. 2013). Members of Didymosphaeriaceae primarily inhabit terrestrial and aquatic
environments, functioning as endophytes, saprobes, pathaehsiemibiotrophs on herbaceous
stems, woody branches, and leaves. They can also parasitize other fungi (Ariyawansa ea,al. 2014
Thambugala et al. 2017, Phookamsak et al. 20A8).updated phylogenetic tree based on
combined TS, LSU, SSU andtefl-Usequence data is presented in Fig. 17.

LetendraeaSacc., Michelia 2 (6): 73 (1880)

Notes Letendraeawas reported by Saccardo (1880), witheurotioidesdesignated as its
type species. Members of this genus exhibit saprobic lifestyles in terresti®lstems, while some
act as pathogens causing leaf spot diseas€ardyline species (Ariyawansa et al. 2014a).
Additionally, certain species have been documented in marine environments (Huang et al. 2019).
There are 15 species accepted undetendraea(lndex Fungorum 2025)In this study, we
introduce a new host record faetendraea helminthicoJabased on morphology and molecular
data, together with descriptions and illustrations (Fig. 18).

Letendraea helminthicola(Berk. & Broome) Weese ex Petch, Transactions of the British
Mycological Society 21 (34): 277 (1938) Fig. 18

Index Fungorum number: IF252540; Facesoffungnber: FOF09440

Saprobicon adead leabladeof anunidentifiedplant. Sexual morphAscomatal30 155 um
diam x 120 150 pm high(x.= 145 x 130 um, n = 10), globose or subglobose, immersed black dots
on the hoskubstrate solitary, scattered, whbculate, brown to dark browrPeridium 12 23 pm
wide (x.= 16 pum, n = 30), composed of £ layers of pale brown to brown cells t#xtua
angularis inner layers comprising thin, hyaline ceamatheciuntomprise2i 3.5 um wide(x.=
2.5 um, n = 30), numerous filamentous, branched, hyaline, septate, guttulate, pseudoparaphyses.
Asci4580 x §12 um k.= 65 x 9.5 um, n = 20),-8pored pitunicate, cylindricaktlavate, apically
rounded, short pedicellatéscosporesl4i 19 x 48 uym k= 17 x 5.5 um, n = 25), biseriate
ellipsoidal to fusiform, iseptate, straight or slightly curved, acute at both ends,-tatlked,
olivaceous brownAsexual morph: Undetermined.

Cul t ur e c h Ascaspoteegermindted within 48 h on PDA. Colonies on PDA were
irregular and approx., 5.5 cm diaafterfourwe ek s at 27 . Culture frol
the middle, edge white, dense, flattenedpbamate; from below, cream, thin, with flat parchment
like sheets.

Materi al examined Chi na, adéadnleatblade ®mao vi nc
unidentifiedplant from grassland, 06 June 2021, Y. Gao, GY111 (HKAS 126%iving culture
KUNCC 2519133.

Known hosts anddistribution i on Helminthosporium appendiculatunm the United
Kingdom (Petch 1938), healthy leavesMégnolia candolli(Magnoliaceae) in China (De Silva
et al. 2021)pn adead leabladeof anunidentifiedplant from grasslanth Yunnan Province, China
(This study.

GenBank n K UNCE 2519133: ITS= PV642533 LSU = PV607380Q SSU =
PV607279tefl-U= PV626423.

N o t elke £xual morph otetendraea helminthicolaas introduced aahyperpathogenic
fungus by Petch (1938). Our newollection KUNCC 2519133 is phylogenetically related to
Letendraea helminthicol@dMFLUCC 190055, CBS 884.85)ith 86% ML and0.56 PP support
(Fig. 17). Our newcollection and Letendraea helminthicoldMFLUCC 190055) have similar
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morphological characters (Petch 1938). Therefore, basetbgohology anghylogenetic affinity,
we identify ourcollectionasLetendraea helminthicolandreportit here as a new host record.

Figure 167 Neoascochyta zhaotongenéitK AS 132989, holotype). a, b Appearance of ascomata
on the host substrate. Section of an ascomad Peridium. eA germinated ascud. Culture
characters on PDA(ft: above right: below).gi'j Asci. ki 0 AscosporesScale bars:ie = 50em,
gij=30em,kio=10em.
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Figure 1717 RAXML phylogram generated fromcombined datas of partial ITS, LSU, SSUand
tefl-UDNA sequence analyses for Didymosphaeriaceae. Related sequences are obtained following
De Silva et al. (2021)[ennakoon et al2021a, 2022), Ren et al. (2022), Devadatha et al. (2023)
and Wanasinghe et al2024). One hundredand seventy strainsvere included in the combined
analyses, which comprid®,237 characters the combinedTS, LSU, SSUandtefl-U al i gn me n
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taxa The besscoring RAXML tree with a final likelihood value e27064.588944 is presented.

The matrixcontainedL,333 distinct alignment patterns, with 26.29% of undetermined characters or
gaps. Estimated base frequencies were as follows; A = 0.238953, C = 0.251099, G = 0.271454, T =
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U: 919 bp)
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MontagnulaBerl., Icones Fungorum. Pyrenomycetes 2: 68 (1896)
Notes Montagnulawas initially established by Berle$£896 to accommodate the species

M. infernalis. Later, Ariyawanseet al. (20147) assigned this genus to the Rmdosphaeriaceae

based on Phylogenetic analysis. MemberdMohtagnulaare primarily saprobic organisms that

thrive on decaying plant materigdriyawansa et al. 2054 Mapook et al. 2020)The £xual morph

is characterized by immersed, globose ascomata with a clypeus, claviform asci, ellipsoid or fusoid

ascospores with transverse septa and longitudinal §&pyewansa et al. 2054 Mapook et al.

2020). Thereare 57 species accepted in the geMmtagnula(Index Fungorum 2025). In this

study, we introduce a new host record kontagnula shangrilanabased on morphology and

molecular data, together with descriptions and

illustrations (Fig. 19).

Montagnula shangrilanaWanas., MycoKeys 101: 213 (2024)

Index Fungorum numbel=8500%; Facesoffungi number: FOF18350

Letendraea

Montagnula

Paramassariosphaeria

Kalmusia

Alloconiothyrium

Xenocamarosporium

Septofusispora
Kalmusibambusa
Laburnicola

Spegazzinia

Dictyoarthrinium

Outgroup

Fig. 19

Saprobicon dead woody litter of herbaceous plarf@exual morphAscomata370 430 pum
diam x 200 250 pum high(x.= 400 x 230 um, n = 10), globose or subglobose, immersed, solitary,
scattered, unrloculate, flattened base, brown to blaskth a central ostioleOstiole central
papillate.Peridium 7i 24 pm wide(x.= 13 um, n = 35), fused with host tissues, conipgigwo
layers of hyaline to brown cells téxtura angularisHamatheciuncomprise2i 5 pum wide(x.= 3
pm, n = 35), numerous filamentous, branched, hyaline, septate, guttulate, pseudoparaghyses.
1201165 x 1826 um &= 150 x 21 um, n = 20),-8pora, bitunicate, cylindricatlavate, apically
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rounded, slightly curved, shestalked.Ascospore®5i 35.5 x §13.5 um &= 32.5 x 10.5 ym, n =
30), biseriatefusiform, Iseptate, pale yellow to yellelwown when immature3-septate, dark
brown when matureconical at both ends, guttulate, without appendages mucilaginous sheath.
Asexual morph: Undetermined.

Cul t ur e c¢ h Ascaspoteegermisdted within 48 h on PDA. Colonies on PDA were
irregular andapprox 6 cm diam afterthreew e e k s aQultur2 om. above, greyiliform,
umbonate; from below, light yelloswrown,radiating outwardly.

Materi al examined C h i ngaassland, uondeaa nstersPaf o v i n ¢
unidentifiedherbaceous plants, 27 August 2022, Y. Gao, QG14A (HKAS 128If@8p culture
CGMCC 3.25082ibid., QG14B (HKAS 128794), living culture CGMCC 3.25083.

Known hosts anddistributioni on dead woody litter oRhododendrorsp. (Ericaceae) in
China (Wanasinghe et al. 2024 dead stemof anunidentifiedherbaceougplantfrom grassland
in Yunnan Province, Chin@ his study.

GenBank number s C6 ING@B5348 LSP 5 (P¥6D738] ISTUS=
PV607280 tefl-U = PV626424 CGMCC 3.25083: ITS: PV608535 LSU = PV607382 SSU=
PV607281tefl-U= PV626425

Notes Our p hsyshoeedtkahoartnewaollextiora (CEMCC 325082 and
CGMCC 3.25083groupedwith Montagnula shangrilangdkUNCC 231443, KUNCC 2314434
with 100% ML and 1.00 PP suppoxalues (Fig. 17). Our collectiors (CGMCC 3.25082 and
CGMCC 3.25083) differ fronM. shangrilana(KUNCC 23-14434,ex-type) in its ascomata (370
430 x 200250 pm L/W = 1.8vs.150/210 x 1201 8 O , L¢WrF 1.2), asci (120165 x 1826 m
L/W = 6.5vs.90i 140 x 2030¢ mL/W = 4.6, ascospores (285.5 x §13.5¢ mL/W = 2.8vs.

48160 x 172 2 & W = 2.8. However, Comparisons of the SSU, LSU, |T&hd tefl-U
sequences of oucollectionrs (CGMCC 3.25082 and CGMCC 3.25083) aml shangrilana
(KUNCC 2314434) showed 99.9% (1014/1015 bp), 100% (840/840 bp), 99.57% (460/462 bp) and
99.43% (876/881 bp) similarity, respectively. Based on morphological characteristics and
phylogenetic analyses, we report @atlectionsasa new hostecord ofMontagnula shangrilana

from decaying herbaceous plants in China.

Paraphaeosphaeri®.E. Erikss., Ark. Bot. Ser. B. (4 5): 405 (1967)

Notes Paraphaeosphaeriavas introduced by Eriksson (1967) to accommodate four
species, which have oblomylindric ascosporewith P. michotiias the type specie¥he sexual
morphs ofParaphaeosphaeriare characterized by seimimersed or immersed ascomagaprt
pedicellate asci, and yellowisirown, broadly elliptical, multseptate ascospores (Ariyawaresal.
2014a,Hongsanan et al. 208D Asexual morphs have pycnidial conidiomata arsefitateor
aseptate conidia (Wanasinghe et al. 2048ngsanan et al. 202D Ariyawansa et al. (208}
verified the phylogenetic placement of this genus in Didymosphaeriathase are 41 species
accepted in the genuwaraphaeosphaeridindex Fungorum 2025). In this study, we introduce a
new host and geographical record Raraphaeosphaeria michatibased on both morphological
and molecular data, along with descriptions and illustrations (Figs. 20, 21).

Paraphaeosphaeria michoti{Westend.) O.E. Erikss., Cryptogams of the Himalayas 6: 405 (1967)
Figs.20, 21
Index Fungorum number: IF335615; Facesoffungi number: FOFO0058
Saprobicon adeadstem ofStipa capillata Sexual morphAscomaté5i 105 pm diamx 700
90 pm high(x.= 102 x 80 um, n = 10), globose or subglobose, superficial, solitary, scattered, uni
loculate, flattened base, brown to blaBleridium10i 20 um wide, .= 15 um, n = 25), wide at the
sides, outermost layer comprising reddisbwn to dark brown, thicwalled, loosely packed cells
of textura angularis an inner layer composed of hyaline, flattened,-thatled cells oftextura
angularis Hamatheciuncomprisesl.5 3.5 pm wide(x.= 2.5 um, n = 25), numerous filamentous,
branched, hyaline, septate, psep@raphysesAsci50i 75 x 1013 pm k= 61 x 11.5 pm, n = 25),
8-spored, cylindrieclavate, bitunicate, fissitunicate, rounded at the apex, slightly curved,
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pedicellate.Ascosporesl4i 18 x 455 uym &= 16 x 5 um, n = 25), overlapping, biseriate,
narrowly fusiform, 2septate, hyaline and guttulate at the beginning, becoming brown at maturity,
rounded at the ends, rouglalled. Asexual morphConidiomata90i 110 um diamx 100 115 pum

high, k= 101 x 106 um, n = 10)pycnidial, globose or subglobose, superal on the host
substratgsolitary, scattered, whbculate, dark brown to blackConidiomata wallthin, comprising
thecells oftextura angularisouter wall brown, hyaline towardise inner layer.Conidiophoresare
reduced to conidiogenous cellSonidiogenous cellg¢.5 6.5 x 3.56 ym (x.= 5.8 x 4.5 ym, n =

20), ampulliform, phialidic, hyaline, smootkConidia5.5/8.5 x 34.5 ym k=6 x 4 um, n = 30),
oblong or ellipsoid with obtuse ends, thiaklled, aseptate, golden brown.

Figure 181 Letendraea helminthicoldHKAS 126573 a new host record). a, b Appearance of
ascomata on the host substraiee Sections ofiscomata. f Peridium. g Pseudoparaphysis. h
Asci. lio Ascospores. p, q Culture characters on PDAaljove, ¢ below). Scale bars:ie = 50
em, f,g=30m, Hk=20em, [io =10em.
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Cul ture characteristics Ascospores ger mi |
on PDA reaching 50 mm withifour weeks at 27°C, mycelia from above, circular, dense, flat,
umbonate, rough with undulate edge, white, velvety; fretow, pale yellow at the center, white at
the margin (Fig.20). Conidia germinated on PDA within 20 houes,germ tube was initially
produced from the end of the conidia. Colonies on PDA reached 25 rthregweeks at room
temperature (27°C). Colony dense, circular, low convex, from above, smooth, with edge entire,
floccose, white; from below, yellow at the eddpeown at the center, producing pigmentation in
agar.Myceliumli 2.5em broad(x.= 2.1em, n = 25), septate, hyaline, branched, sporulated after
six months. Asexual morph on PDAConidiomata irregular shapes, pycnidial, gregarious,
immersed, dark brown to blacReridiumthin, composed of brown cells téxtura angularisto
globulosa. Microconidiogenous cell8i5 x 1.84 em (x.= 3.5 x 3em, n = 25), globose or
subglobose, hyalindicroconidia5i 7 x 35em (x.= 6 x 4em, n = 25), hyaline tgolden brown,
aseptate, round to oblong or ellipsoidal, with small guttules PRig

Mat eri al exami ned Chi n a deadystem of Stipa dapillatary i n c e
(Poaceae), 27 July 2021, Y. Gao, GY170 (HKAS 135348), living culture KUNGT9234;
China, Yunnan Province, Zhaotomgassland, ordead sters of Lolium persicum(Poaceae), 25
September 2022, Y. Gao, LG1 (HKAS 132962), living culture KUNCA2835; 27 August 2022,

Y. Gao, QG73HKAS 132988), living culture KUNCC 2%9136.

Known hosts andistributioni On dead leaves of Poacesg. in Italy (Ariyawansa et al.
20149, On dead leaves ofPhragmites australis(Poaceae) in Franceon Typha latifolia
(Typhaceae) in Germany (Verkley et al. 2Q1@r) dead leaves dfypha latifolia(Typhaceae) in
Japan (Tanaka et al. 2016 dried aerial spines &fosa caningRosaceae) iftaly (Wanasinghe
et al. 2018), on dead sterof Stipa capillata(Poaceae) and otead sters of Lolium persicum
(Poaceae) in Yunnan Province, China (This study).

GenBank number €19134: ITSH RWA8538 ESU = PV607383,tefl-U =
PV626426 KUNCC 2519135: ITS= PV608537 LSU = PV607384tefl-U= PV626427 KUNCC
25-19136: ITS= PV608538LSU = PV607385SSU= PV607282tefl-U= PV626428

Not es Mul ti gene phyl thetlreeeollectiors oA KUNCG 25e s 1 e
19134 KUNCC 2519135 and KUNCC 2519136are grouped with Paraphaeosphaeria michotii
(MFLUCC 130349, MFLUCC 180043 KT 2222, CBS 340.86, CBS 652)36forming a
monophyletic clade (Figl7). The sexual and asexual morphologies of our oelectiors did not
differ from the original descriptions &. michotii (MFLUCC 13-0349,ex-type). Additionally, we
report here, for the first time, the asexual morptPomichotii observedn culture (Fig. 21). Its
morphological characteristics closelliign closely with those previously described for the species.
Based on the above evidence, we confirmamliectiors are Paraphaeosphaeria michotind it is
a new host and a geographical record.

PseudopithomyceAriyaw. & K.D. Hyde, Fungal Diversity 75: 64 (2015)

Notesi Pseudopithomycesasintroducel by Ariyawansa et al. (20bbwith the type species
P. chartarum Pseudopithomycespecies have been reported as parasitic or saprobic ompldead
stems and leaves and on humans. Pseudopithomycess characterized by flexuousseptate
conidiophoresplastic or monoblastic, terminal determinate conidiogenous cells, fusiform, dark
verruculose conidisand producing brown to black colonies on the host (Ariyawansa et alb,2015
Hyde et al. 2017, Jayasiri et al. 2019, Tennakoon et al.a20d&n et al. 2024 There were 16
species accepted in the genBseudopithomyce¢index Fungorum 2025). In this study, we
introduce new host and geographical records for two spétsesidopithomyces chartaruemdP.
rosage based on morphology and molecular data, along with descriptions and illustrations (Figs. 22,
23).

Pseudopithomyces chartaruiiBerk. & M.A. Curtis) J.F. Li, Ariyaw. & K.D. Hyde, in Ariyawansa

et al., Fungal Divers. 75: 66 (2015) Fig. 22
Index Fungorum number: IF551393; Facesoffungi number: FOF00938
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Figure 191 Montagnula shangrilangHKAS 128793 a new host record). & Appearance of
ascomata on the host substratéd section of an ascoma. d Peridium. e Pseudoparaphydes.
Asci. lip Ascospores. @ germinated ascospore. r Cukucharacters on PDA@eft: above,right:
below)Scal e bar sik c= =3Q@ 00m,dpng==d1R20¢ceam, |

Saprobicon dead steswof Dactylis glomerataSexual morph: Undetermineflsexual morph
on the host substrare Hyphomycetous Colonies black, seprate,and later becomeconfluent.
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Conidiophoresformed laterally and irregularly on the hyphae, micronematous, mononematous,
hyaline to yellowish, smooth or occasionally verruculose, sepatébranched.Conidiogenous
cells5.511 x 33.5 um k= 7.5 x3.2 um, n = 15), integrated, holoblastic, monoblastic, hyaline.
Conidia 16132 x 922 uym & = 23 x 15.5 pum, n = 25), acropleurogenous or pleurogenous,
muriform, broadly ellipsoid, 23 transverse septatd,2llongitudinal septate, sometimes constricted

at the septa, light brown to dark brown, verruculose to echinulate, often carrying part of
conidiogenous cell at bas@sexual morph on PDAConidia19i27 x 1317 em (x.= 23 x 15.5

e m, n = 25), aggregated, g | 03 toasseerseseptate, 02X or m,
longitudinal septate, sometimes constricted at the septa, light brown to dark brown, verruculose to
echinulate, often carrying part of conidiogenous cell at base.

Cul ture characteristics Coni di a gebDAmi nat
reached 35 mm ithreeweeks at room temperature (27°C). Colony dense, circular, from above,
low convex, surface smooth, with edge entire, floccose, white; from below, pale brown at the edge,
black at the center, not producing pigmentation in dggcelium1.8 4 em broad(x.= 2.8em, n =
30), septate, hyaline, branchegprulated aftesix months.

Mat eri al exami ned Ch i grasslandy anlead atermoffDactyNsi n c e
glomerata(Poaceae), 25 September 2022, Y. Gao, LG4 (HKAS 13296#)g Iculture KUNCC
25-19137.

Known hosts andlistributioni On dead leaves and stemsAabelorrhaphe wrightjiArachis
hypogaea Bridelia ferruginea Cajanus indica Calopogomium mhcamoidesCentrosema
pubescensFoeniculum vulgareHolcus lanatusIpomoeasp., Jatropha podagricaJatrophasp.,

Musa sapientumNebouldia laevis Nicotiana tabacumOryza sativa Pandanus amaryllifolius
Pueraria phaseoloidesSorghunsp., Trifolium repensTriticnm vulgareandZea maysrom China,

Ghana, Jamaica, Malaya, Mauritius, New Zealand, Northern Rhodesia, Nyasaland, Philippines,
Sierra Leone, Southern Rhodesia, the Sudan Republic, Théaltendinited States (Berkeley 1874,

Ellis 1960, Ariyawansa et al. 2015Hyde et al. 2017Tibpromma et al. 2018a, Tian et al. 2024);
ondead stemmof Dactylis glomeratgdPoaceaen Yunnan Province, Chin@ his study).

GenBank number s19137: IKSEB NPEZB0853® ESU = PV607386 SSU =
PV607283tefl-U= PV626429

N o t elmn et al.(2024)synonymized®seudopithomycgzandanicolaMFLUCC 180116)
and P. palmicola (MFLUCC 140392) underP. chartarum based on phylogetic and
morphological analyse#n our phylogenetic analyses, owollection(KUNCC 2519137)grouped
with P. chartarum (MFLUCC 180116, MFLUCC 140392, MFLUCC 220125, MFLUCC 17
0314, MFLUCC 190089, NCYUCC 19168) and shares similar morphological characteristics
with P. chartarum(MFLUCC 190089)in having broadly ellipsoid, brown, septate conidia (Ram
1989, Ariyawansa et al. 2015bian et al. 2024). Hence, we introduéechartarum(KUNCC 25
19137) as a new host and geographical record fixantylis glomeratain China based on
morphology and phylogenyn addition, our phylogenetic analyses showed Bss#udopithomyces
kunmingnensis(MFLUCC 17-0314) grouped within the P. chartarum clade (Fig. 17).
Morphologically, Pseudopithomyces kunmingnenssnot different from P. chartarumby its
conidiogenous cells and conidia (Hyde et al. 2017). The -pbaise similarity between
Pseudopithomyces kunmingnenarsl P. chartarumis 99% inITS (499/500 bp), 100% in LSU
(809/809 bp), and 100% in SSU (923/923 .bphus, we synonymizedseudopithomyces
kunmingnensisinder P. chartarum In this study, we identified that our collectidr®longs to
Pseudopithomyces chartaryand it is a new hoséecord

Pseudopithomyces rosa@hukhams., Camporesi & K.D. Hyde, Fungal Diversity 89: 43 (2018)
Fig. 23
Index Fungorum number: IF554136; Facesoffungi number: FOF03974
Saprobicon dead stemof grass(Poaceae). Sexual morph: Undetermined. Asexual morph:
HyphomycetousColoniesbrown to black, effuseConidiophoresormed laterally and irregularly
on the hyphae, micronematous, mononematous, hyaline to yellowish, smooth or occasionally
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verruculose, septatandbranchedConidiogenous cell8.510 x 2.56 pm k=8 x 4 um, n = 15),
globose or subglobose or oblong, gr&ted, holoblastic, hyalin€onidia20i 31 x 14.%22 pum &

= 25 x 19 um, n = 30), muriform or broadly ellipsoidir@nsverse septate;ldngitudinal septate,
verruculose to echinulate, ovoid, thaalled, pale brown to dark browAsexual morph on PDA:
Conidiogenous celld0i14 x 23.5em (x.= 11 x 2.5em, n = 10), polyphialidic, integrated or
terminal, cylindrical, straight to slightly, hyalin€onidial8.529 x 1220em (x.= 23 x 15em, n

= 30), aggregated, globose or muriform, broadly ellipsoitkaBsverse septate;ldngitudinal
septate, sometimes slightly constricted at the septa, verruculose to echinulate, light brown to dark
brown, often carrying part of conidiogenous cell at base.

Cul ture characteristics Clwours. Coloaies gre PDAI n a 't
reached 50 mm irthree weeks at room temperature (27°C). Colony from above, circular, low
convex, filamentous, with entire edge, floccose, white mycelium cover; from below, circular
zonate, pale yellow at the edge, with brown margin, dark brown at the center, not producing
pigmentation in agaMycelium1.3'3 em wide (x.= 2 em, n = 30), septate, hyaline, branched,
sporulated aftesix months.

Mat eri al exami ned C h i n adead ¥tersofrunidentiffedgoassi n ¢ e
(Poaceae), 01 October 2022, Y. Gao, MG5 (HKAS 135333), living cultureG@R519138.

Known hosts anddistributioni On dead aerial spines &osa canina Rosaceae) in ltaly
(Wanasinghe et al. 2018), atead stemm of grass (Poaceae) in Yunnan Province, China (This
study).

GenBank number s19138: I'KSE NPEZB0854) 5SU = PV607387 SSU =
PV607284tefl-U= PV626430

Notes Phyl og eadthdt oucstraniKdNCEZ 251 3139sstgmuped within
Pseudopithomyces ros@dsIFLUCC 150035 extype)with 97% ML and 1.00 PP suppovalues
(Fig. 17). Pseudopithomyces rosaeas reported by Wanasinghe et al. (2018) on dead aerial spines
of Rosa caninan Italy, which was introducedith the asexual morpl®ur collection KUNCC 25
19139 resemblesP. rosae (MFLUCC 150035) in having mononemous, micronematous
conidiophores and muriform conidiegnidia are similar in siz€0i 31 x 14.522 pmvs.13i 30 x
91 20 um) Wanasinghe et al. 201.8The asexual morphs of ouapllection (KUNCC 2519138)
were observedn boththehostand culture in China. Thus, we identifigttht our collectionbelongs
to Pseudopithomyces rosaand it representsa new host and geographical record based on
phylogenetic analyses and morphological characteristics.

TremateiakKohlm., Volkm-Kohlm. & O.E. Erikss., Bot. Mar. 38: 165 (1995)

Notesi Tremateiawasintroducedby Kohimeyer etal. (1995)to accommodatd. halophile
as a facultative marine genus, which is characterized by immersed, depressed globose ascomata,
numerous cellular pseudoparaphyses, fissitunicate, clavate asci, ellipsoid muriform ascospores.
Tremateia produced both sexual and Pholike asexual morphs. Through comprehensive
phylogenetic and morphological study, Ariyawansa et al. (2014a) established the taxonomic
position of Tremateiawithin Didymosphaeriaceae. Subsequent studies conducted by Hyde et al.
(2016) and Feng et al. (2019) provided further evidence supporting the terrestrial habitat preference
of Tremateiaspecies. There were 11 species accepted in the Jeaosteia(lndex Fungorum
2025). In this study, we introduce a new geographical recordrtanateia arundicolabased on
morphology and molecular data, together with descriptions and illustrations (Fig. 24).

Tremateia arundicolaVanas., E.B.G. Jones & K.D. Hyde (2016) Fig.24
Index Fungorum number: IF552134; Facesoffungnber: FoOF02210
Saprobicon dead stesof herbaceous plantSexual morphAscomatal85 285 pm diam x
1901 275 pm high(x= 245 x 246 pum, n = 10), globose or subglobose, immersed in host wsue,
papilla, solitary, scattered, uluculate, flattened base, brown to dark browstjolate.Peridium
10i 25 pm wide(x.= 17.5 pum, n = 25)thick, with 35 layers, comprisinglark brown cells of
textura angularis Hamatheciumcomprises1.5'3 um wide (x_.= 2 pm, n = 30), numerous,
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filamentous, branched, septate, pseudoparaphfses/0i 115 x Bi 17 pm =95 x 15 ym, n =
25), 8spored, cylindrical to cylindriclavate bituniate, fissitunicate, apically rounded, thick
walled at the apexshort pedicellate, with furcated pedicel when immature, with minute ocular
chamber.Ascosporesl8.523 x 71 10 um (x.= 20.5 x 8 um, n = 25), overlapping;s2riate,
muriform, ellipsoid to broa fusiform, with 3 7-transverse septdj 2-longitudinal septum in each
row, obviously constricted in the central septum and slightly constricted at other septa, initially
hyaline, becoming goldebrownish to brown when mature, with dastinct gelatinous sheath.
Asexual morph: Undetermined.

Cul t ur e c h a&scaspores germsnated avihin 48 h on PDA. Colonies on PDA, 5

cm diam afterfourwe ek s at 27 . The colonies from abov:
dense, flat, entire edge, white; from below, white to cream matgrkbrown at the center.
Materi al examined Chi n a, dead stamod mnideRtifieadl v i n C ¢

herbaceous plants, 23 June 2021, Y. Gao, CCSG31 (HKAS 133005), living culture KEBNCC
19208

Known hosts andlistributioni on herbaceous stenin the United Kingdom(Hyde et al.
2016) ondead stemof herbaceous plants in Yunnan Province, China (This study).

GenBank numbe £519208: I'KSE NPE622534 LSU = PV607388 SSU =
PV607285tefl-U= PV626431

Notes niuligeree dohylogenetic anades, ourcollection (KUNCC 25-19208)is
grouped closdo Tremateia arundicoldMFLU 16-1275 holotypg with 99% ML and1.00 PP
statistical support (Figl7). Tremateia arundicolawas introduced by Hyde et al. (2016) on
herbaceous plants in the United Kingdohie pairwise nucleotide comparison showed that our
collection (KUNCC 25-19208) differs fromT. arundicola (MFLU 16-1275)in 0/938 bp of SSU
(0.00%), 0/851 bp of LSW0.00%), 12/654 bp of ITS (.83%, with 5 gaps),1/756 bp oftefl-U
(0.13%, without gaps)Our collection(KUNCC 25-19208) is similar tdl. arundicola(MFLU 16-
1275)in the character aiscomata (18285 x 190275 um L/W = 1vs.250/ 350 x 200 300 pm
L/W = 1.2, asci (Di 115 x Bi17 ym L/W = 6.2vs. 170200 x 1520 pm, L/'W = 10.9 and
ascospores (8eriate, B7-transverse septali2-longitudinal septumvs. uni-seriate, B6
transversely septate, with 1 vertical septuw® identified ourcollectionis T. arundicolabased on
phylogenetic analyses and morphological characteristics and it is a new geographical record.

LentitheciaceaeY. Zhang ter, C.L. Schoch, J. Fourn., Crous & K.D. Hyde, Studies in Mycology
64: 93 (2009)

Notes Lentitheciaceae was introduced to accommodate massi&kenspecies, including
Katumotoa Keissleriellg with the type genusl.entithecium(Zhang et al. 2009, 2012J.wenty
genera have been accepted into the family (Hyde et al. 2024a, Tian 2£124). Species in
Lentitheciaceae have been documented as saprobes on twigs and stems of both herbaceous an
woody plants across marine, terrestrgaid freshwater environments. Additionally, endophytic
species oDarksideahave been isolated from semiarid regions (Wanasinghe et al. 2014, Tanaka et
al. 2015, Hongsanan et al. 2020a, Liu et al. 2021). The sexual morphs are characterized by having
globose to lenticular, immersed to superficial ascomata; composed of hyaline to browgllbeh
cells, polygonal to angular peridium; cellular, branchezhtate pseudoparaphyses; cylindrical to
broadly clavate, fissitunicate, bitunicate asci; narrowly fusiform to broadly cylindrical, septate,
hyaline, with an entire mucilaginous sheath or elongated appetikagheath ascospores (Zhang
et al. 2009, Hongsanan et al. 2020a). The asexual morphs are characterized by globose, pycnidial,
ostiolate conidiomata; phialidic or blastic conidiogenous cells; cylindrical to oblongetlied to
muriform, hyaline to pigmented coméd(Hongsanan et al. 2020an updatedphylogenetic tree
based on combined ITS, LSU,SSU, 4al-U sequence data is presente

KeissleriellaH6hn., Sitzungsber. Kaiserl. AkawViss., Wien. MathNaturwiss. Cl., Abt. 1 128:
582 (1919)
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Notesi Keissleriellawasintroducedby Hohnel (1919)with K. aesculinas the type species.
Zhang et al. (2009) includddeissleriellain Lentitheciaceae. This genus is characterized by black
setae on the ascomata, -unor multi-septate, hyaline to pale brown, with mucilaginous sheath
ascospores (Barr 1990, Liu et al. 2015, Tibpromma et al. 2017, Wanasinghe et al. 2018,
Phookamsak et al. 2019). The asexual morph comprises unbranched or branched, flexuous, smooth,
hyaline conidiophores, phialidic conidiogenous cells, aseptate or septate, hyaline to brown conidia
(Hyde et al. 2020a). There were 45 species accepted in the igeissteriella(Index Fungorum
2025). In this study, we introduce a new geographical record for two spé&messiériella
gloeosporaand K. poagena Three newKeissleriella species K. graminicolg K. lolii, K.
zhaotongens)sare introduced, based on morphology and molecular data, together with descriptions
and illustrations (Figs. 280).

Keissleriella gloeosporéBerk. & Curr.) S.K. BosePhytopathologische Zeitschrift 41: 190 (1961)
Fig. 26

Index Fungorum number: IF316017; Facesoffungi number: FoOF18351

Saprobicondead stemof grassSexual morph: Undetermined. Asexual mor@bnidiomata
60i 90 pum diam x 5575 pm high(x.= 81 x 65 pum, n= 10), globose or subglobose, semi
immersedn the host, solitary, scattered, tlaculate, dark brown to blackonidiomata wall9i 16
pm wide (x= 14 um, n = 20)comprising 37 layers of polygonal cells, brow&onidiogenous
cells3.57 x 2.36.5 um k=5 x 4 um, n = 20), enteroblastic, phialidic, oblong to ampulliform,
hyaline, thinwalled, smoothConidia4.5/11 x 1.53 um &= 7.5 x 2.5 um, n = 25), oblong to
obovoid, aseptate, smoettalled, hyaline.

Cul ture characteri st ingl mm di&@mo aftetwoiweeks. @olony P D A
from above, dense, circular, low convex, surface smooth, with edge entire, floccose, white; from
below, yellow at the edge, with white to cream mardark yellow at the center.

Materi al e X ami n e diince, Khmingy adead stermoffunidentiffedgoass
(Poaceae), 13 June 2021, Y. Gao, XJK20 (HKAS 135351), living culture KUNEO@ DAL .

Known hosts andlistributioni on dead culms obetaria faberii(Poaceae) in Japan (Tanaka
et al. 2015)on dead stemof grass (Poaceae) in Yunnan Province, Cliltas study).

GenBank number s19141: IKSB NPE622537 ESU = PV607393 SSU =
PV607290

Notes Mul ti gene p Ry Iishowy that eurcollectiom(KUNCE 25e s ( F
19141) grouped wittKeissleriella gloeospordKT 829), with 1006 ML and 1.00 PP support
values (Fig. 25) Comparisons of SSU, LSUWand ITS sequence data reveal theaee no bp
differences between our newcollection (KUNCC 2519141) andK. gloeospora(KT 829). K.
gloeosporahad previously been described only in sexual form (Bose 1961, Shearer et al. 1993,
Tanaka et al. 2015). In our study, waentified our collectiores K. gloeosporarepresenting the
first record of the asexual morph and a new geographical recatdddungus.

Keissleriella graminicolaY. Gao, H. Gui & K.D. Hyde, sp. nov. Fig. 27

Index Fungorum number: IF903817; Facesoffungnber:FoF17694

Holotypei HKAS 128781

Etymologyi The specific epithet is derived from the host family Gramingahich the
holotype wagound.

Saprobicon dead stesof Dactylis glomerataSexual morphAscomatal25 210 um diam
x 80175 um high(x.= 170 x 130 um, n = 10), conical to mammiform, with flattened base; semi
immersed to erumpent throughe host surface, scattered, solitary, otulate, black, ostiolate,
papillate.Peridium11i 28 um wide(x.= 18.5 um, n = 30)composed of two typeell layers, inner
layer comprising 3 strata of flattened, pale brown, thwalled, pseudoparenchymatous cells,
arranged irtextura angularigo textura prismaticaouter layer comprising several strata, of brown,
thick-walled, scleroplectenchymatous celtextura angularis Hamatheciumcomprisesli 3 pm
wide (x.= 2 pm, n = 30), filiform branches, anastomosing above asci, reaching the ostiole part,
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transverse septate, trabeculate pseudoparapsa80i 115 x 610 um = 94.5 x 8 um, n =
30), 8spored, narrowly clavate, apically rounded, with furcated gaegdbitunicate, fissitunicate,
thick-walled, ocular chamber visible when immatukscospored 9i 27 x 2.55 pm &= 22 x 3.5
pm, n = 35),uniseriate fusiform, conical at the ends;3tseptate, deeply constricted at the middle
septum, hyaline, smooth, thi guttulate, lacking a mucilaginous sheathsexual morph:
Undetermined.

Cul t ur e c¢ h @&scespote geimmdted within 48 h on PDA. 5 cm dalter three

weeks at 27 . colonies circular, fromataheov e,
margin; from below, pale grey at the center, white at the margin, not producing pigment in agar.
Mat eri al exami ned Ch i grasslandy anlead atermoffDactyNsi n c e

glomerata(Poaceae), 25 August 2022, Y. Gao, QG106A (HKAS7823 holotype), exype living
culture CGMCC 3.25086;ibid., QG106B (HKAS 128782, isotype), #sotype living culture
CGMCC 3.25087.

GenBank number s CE ING@B543 LSP 5 (P¥6D 7396 ISTUS=
PV607293 tefl-U = PV626438 CGMCC 3.25087: ITS= PV608546 LSU = PV607397 SSU=
PV607294tefl-U= PV626439

Notes I n our p duy doleegiens(EGMCC 3.26086 land sCGBICC
3.25087) formed a distinct branch wikeissleriella lolii (CGMCC 3.24521,CGMCC 3.24522)
(Fig. 25). The comparison offS, LSU, andtefl-U s equence d aolleationsamdKw e e n
lolii revealed nucleotide differences of 54/585 (9.23%, with 9 gaps), 14/833 (1.862/)3
(4.45%), respectivelyKeissleriella graminicolf CGMCC 3.25086extype) is distinguished from
K. lolii (CGMCC 3.24521extype) by its ascomata, as@nd ascosporegseethe notes undek.
lolii in this study. Based on these phylogenetic and morphological distinctiongtreelucedK.
graminicolaas a novel species collected fr@actylis glomeratan China.

Keissleriella loliiY. Gao, H. Gui & K.D. Hyde, sp. nov. Fig. 28

Index Fungorum number: IF903818; Facesoffumgnber:FoF17695

Holotypei HKAS 128809

Etymologyi The specific epithet is derived from the genusaolium perenndPoaeae),in
which the holotype wafund.

Saprobicon dead stemof Lolium perenneSexual morphAscomatal85 255 um diam x
155 220 pm high(x.= 240 x 200 pm, n = 10), globose or subglobose, immersed in host wsue,
minute papilla, solitary, scatteredniloculate, flattened base, brown to dark brown, opened pore,
easily open, ostiolate with black setae on the paptkaidium9.5 21 pm wide(x.= 12.5 pm, n =
30), comprising dark brown to brown cells téxtura angularis inner layers comprising thj
hyaline cells.Hamatheciuncomprisesl.5 2.3 pm wide(x.= 1.7 um, n = 30), filiform branches,
anastomosing above asci, reaching the ostiole part, transverse septate, trabeculate
pseudoparaphyseésci 70i 110 x 8.511.5 um &= 95 x 10 um, n = 25),-8pored, cylindrie
clavate to narrowly clavate, apically rounded, with furcated pedicel, bitunicate, fissitunicate, thick
walled, ocular chamber visible when immatukscospore23i 30.5 x 35.5 pm &= 25 x 4.5 ym,

n = 25),uniseriate narrowly fusiform, iseptate, constricted at the septa, hyaline, smagdth,an
entire gelatinous sheatAsexual morph: Undetermined.

Cul t ur e c h @scaspotee geimmdted within 48 h on PDA. 2 cm dediter three
weeks at 27 . col oni eed, cattony, duifyl, pake brown todblack athlihe v e ,
center, white at the narrow margin; from below, dark grey at the cevitdg at the margin, not
producing pigment in agar.

Materi al examined Ch i mgrassland, ameadsstermoPLoliom i n c e,
perenne(Poaceae), 25 August 2022, Y. Gao, QG48A (HKAS 128809, holotypéaypexliving
culture CGMCC 3.24521;ibid., QG48B (HKAS 128810, isotype), @sotype living culture
CGMCC 3.24522.
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GenBank number s C 6 MNGOB543 LSP 4 PYEDTR4, ISTUS=

PV607291 tefl-gl = PV626436 CGMCC 3.245221TS = PV608544 LSU = PV607395 SSU=
PV607292tefl-U= PV626437

Figure 20 7 Paraphaeosphaeria michot{HKAS 135348, sexual morpha new host anda
geographical record). a, b Ascomata on a ddath f Stipa capillata ¢, d Vertical section
throughascoméa. e Peridium. f Pseudoparaphysesj gsci. kim Ascospores. W germinated

ascospore. @y Culture characters on PDi: above, p below). Scale bars: ¢ = 56m, d, e = 30
em, fij, n =20em, kim = 10em.
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Figure 21 1 Paraphaeosphaeria michotiHKAS 132962, asexual morpla new hostand a
geographical record). a, Gonidiomata on the dead stem loblium persicum.c Conidiomata.

d Developing state of conidiogenous cells. e Conidia.germimated conidium. g, h Colony of the

sexual morphic stage afteix months on PDA{: above, hbelow). i Conidiomata produced in
culture. j Conidioma wall. k Mycelium. | Conidiogenous cells and developing conidia. m Conidia.
Scale bars: ¢ = 100 e€m, e, f, jJ, k, m = 10 e&m

N o t ekeissleriella lolii (CGMCC 3.24521 and CGMCC 3.24522) are isolated from the
dead sterm of Lolium perenne The newly obtained sequences of this fungus formed a
monophyletic clade closely related keissleriella graminicta (CGMCC 3.25086 and CGMCC
3.25087) (Fig. 25) Morphologically, K. lolii (CGMCC 3.24521 extype) differs from K.
graminicola (CGMCC 3.25086 extype) in its ascomata (globose or subglobase conical to
mammiform), asci (72110 x 8.511.5 um, L/W = 9.1vs. 811115 x 610 um L/W = 12.3,
ascospores (230.5 x 35.5 um L/W = 6.3 1-septateys. 19127 x 2.55 um, L/W = 6.1, 1-3-
septate)Figure 27, 28)Also, K. lolii (CGMCC 3.24521 and CGMCC 3.2452@iffers from K.
graminicola(CGMCC 3.25086 and CGMCCZh087)by 54/585 (9.23%, with 9 gaps) differences
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