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Abstract

As the second contribution of the CREAM Notes series, this study presents 30 fungal species,
including two taxonomic novelties and 28 novel host records, geographical records, and habitat
records, from both terrestrigdnd agatic e®systems in China and Thailanth terrestrial
ecosystems, these fungi are associated with different substrates of both knowmicemtified
plants, caveassociated soils, rock samples, basidiomycete hosts, and cattle manure samples, where
aquaticfungi are distributed across marine environments, freshwater systems, frestweestiait
wetlands, riverbanks, and mangroves. This wide diversity of the substrates, hosts and habitats is
hypothesized to facilitate extensive fungal colonizatidhis collection comprises saprobes,
endophytes, and diseaassociated fungal taxa distributed across classes, vizAgaricomycetes
(Basidiomycoty Dothideomycetes€urotiomycetesand SordariomycetegAscomycota It reports
four Agaricomycetesl5 Dothideomyetes one Eurotiomycetesandten Sordariomycetesovering
14 orders, 26 families, and 28 gendflarein, two novel specie§abalodontiatengchongensand
Neomedicopsis kunmingensa&e introduced, along with 20 new host recorddbiimbria
verrucaria, Allophorma minor, Aplosporella hesperidica Aplosporella javeedij Cavernicola
guangxiensis Cephalotrichum telluricum, Ceramothyrium fici, Cladosporium perangustum
Colletotrichumfructicola, Curvularia crepinii, Distoseptisporasaprophytica Dothiorella septata,
Ectophomamultirostratg Hermatomycesndicus Hypomyces mycophiludligrosporacamelliae
sinensis Paraeutypellakarsti, Periconia byssoidesRhytidhysterorbruguieraeand Torula suag,
three new geographical record@aomphidiugpseudoglutiosus HortaeawerneckiiandPodoscypha
gillesii), two new habitat recordBBértalinia kevinhydeiand Murispora hyde), a new host and
geographical recordNeohypochnicium asiaticma new host and habitat recorigrospora
lacticolonig), and a new substte, ad geogaphical recordEpicoccum chloridis The taxonomic
placementsare confirmed based on morphologyith detailed illustrations and descriptions,
integrated with molecular phylogenetic analySdss ongoing mycological documentation aims to
expand thefungal taxonomic frameworland establish new ecological relationshisiongextant
fungal species by understanding their preferences for different hosts, substrates, habitats and
geographic regionwith various life modes.

Keywords 1 2-new specis i 28new recaods i Agaricomycetesi Dothideomycetesi
Eurotiomycete$ morphologyi Phylogenyi SordariomycetesTaxonomy
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Introduction

Mycology stands as one of the most important frontiers of presgnbiologcal scence.

Fungal species are abundant colonizers of nearly every corner of our planet, from forests, soll,
water, and air to extreme environments, and even within human and animal bodies (Gautam et al.
2022) The recent estimaseof fungal diversityhave reacted 6.3million species (Baldrian et al.

2023, Bhunjun et al. 2024, Hyde et al. 2024a). Fungal taxonomists play a key role in the effort to

discover, describe, and classify both extant and extinct species within this immense diversity, as
well as inundersandingtheir natural relationships (Hibbett et al. 20Zhou & May 2023, Liao

et al. 2025). They continue to unlock the hidden diversity of fungi, sometimes through a single

collection of fruiting structures or specimens, particularly from neégtebabtats anl niches across

both terrestrial and aquatic ecosystems.

Modern fungal taxonomy has advanced through polyphasic approaches that integrate
morphological characters with DNBased molecular phylogeny, chemical properties (secondary
metaboliteprofiles), and ecological data (Chethana et al. 2021, Gautam et al. 2022, Wijesinghe
et al. 2023, Thiyagaraja et al. 2025). Most recent fungal discoveries are supported -by well
characterized morphology and molecular evidence, leading to the identificHtioew taxa
(species, genera, families, or classes), new records-(hgsbgraphica] habitat, substrate
records), and hosecurrence records (Hyde et al. 2024a, Manawasinghe et al. 2024, Cao et al.
2025, Crous et al. 2024, 2025, Dong et al. 2025,gdanan eal. 2025, Phukhamsakda et al. 2025
Wijesinghe et al. 2025 Occasionally, recollection of fungal specimens reveals the same fungal
species from different or identical geographic regions, associated with the same group of hosts, and
exhibiting smilar or different life modes. Such records should not be dismissed as mere repetitions;
rather, they may serve asgnificant and sensitive indicators for future conclusions on fungal
diversity, biogeography, and ecologihese reports contribute tsndestandinghostpreference,
hostrecurrencehostspecificity, anchostexclusivity of fungal species (Zhou & Hyde 2001, P6lme
et al. 2018, Wijesinghe et al. 2023).

A considerable amount of mycological data has now been digitized on online platforms for
eay accesy mymlogists worldwideviz., AscomycotgCoelomycetesHuanraluek et al. 2021),
Dothideomycetes Pem et al. 2019, Sordariomycetes; Bundhun et al. 2@&2@idiomycota
(Raghoonundon et al. 2021), aquatic fungi (Fresh water f@aabon et al. @20, Maine furgi;

Jones et al. 2019), fungicolous fungi (Gajanayake e2085), and soil fungi (Yasanthika et al.
2023), mushrooms (Phonemany et al. 2022) and microfungi (Chaiwan et al. 2021) in the Greater
Mekong Subregion. In addition, the outlindfungi and furguslike taxa are continuously updated

to reflect advances in taxonomy (Wijayawardene et al. 2020, 2022, Hyde et al. 2024b).
Furthermore, a major wetlased platformi-ungalpedighttps://fungalpedia.org/, Hyde et al. 2023),

has been launchegrovidng anillustrated fungal outline and facilitating access to important
mycological updates. These active contributions have strengthened global collaboration among
expert mycologists, particularly in the continuous refinement of morphology, ncaheec
molecula data, and taxonomy.

In this study, we present a set of randomly and freshly collected fungal specimens to process
the second set of the ACREAM NotesoO taxonomy
new to science and uncoverveb reldionshps among extant fungal taxa across diverse hosts,
substrates, habitats, and geographic regions. We describe two new fungal species along with
twenty-eight new records from both terrestrial and aquatic ecosystems in China (East Asia) and
Thailand SautheastAsia). The wide diversity of hosts and habitats in this collection facilitates
extensive fungal colonization and the establishment of novel ecological relationships.

Materials & Methods

Fungal specimens were randomly collected from wosdi}, rocky, cattle manure, and other
fungal substrates at collection sites in China and Thailand fromi 2013. Metadata for samples
were recorded at the collection sites following the guidelines by Rathnayaka et al. (2024}. Macro
and micremorphologcal chaacterswere photographed, and fungal isolations were carried out
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following the methodologies described by Senanayake et al. (2020). The following abbreviations
were used in the descriptions of Basidiomycetes: KOH = 5% potassium hydroxide waten;solu
CBi = acyanophilous, CB+ = cyanophilous; [KE both inamyloid and indextrinoid; L = mean
length (arithmetic average); W = mean width (arithmetic average); Q = variation in the L/W ratio of
the measured structures of studied specimens.

Fungal sampke and islates(cultures) were deposited in the relevant fungaria and culture
collections, respectively. Dried basidiomycete specimens and other pure fungal colonies from
isolates were used for DNA extraction. DNA extraction, PCR, gel electrophoresiseguehaig
were performed following the methods of Dissanayake et al. (2020), with necessary modifications.
The newly generated fungal sequences from this study were deposited in GenBank. Species
boundaries were determined through combined analyses usamgmiin Likelihood (ML),
Bayesian Posterior Probability (BYPP or Bl), or Maximum Parsimony (MP).aialyses were
conducted using the CIPRES Science Gateway portal (Miller et al. 2012) Tnre&Qweb server
(http:/ligtree.cibiv.univie.ac.at/, Nguyen et 2014, Clkernomoret al. 2016), while Bl analyses
were processed on the CIPRES Science Gateway portal or MrBayes version 3.2.6 (Ronquist et al.
2012). MP analyses were carried out with PAUP v.4.0b10 (Swofford & Sullivan 2003). The major
criteria for specieslelimitaion proposed by Chethana et al. (2021) and Pem et al. (2021) were
followed to identify new taxa. Newly discovered species were registered in the Index Fungorum
(2026) and the Faces of Fungi database (Jayasiri et al. 2015).

Results

Taxonomy
The dassifiation follows Hyde et al. (2024b) and, where necessary, other recent
publications.

AscomycotaCaval-Sm. 1998
Class: Dothideomycete®.E. Erikss. & Winka 1997
CladosporialesAbdollahz. & Crous 2020
Cladosporiacea€halm. & R.G. Archibald 1915
CladosporiumLink 1816

Index Fungorum number: IF598670; Facesoffungi number: FoF 06967

Notesi Cladosporiumwas established by Link (1816) and is currently classified within
CladosporiaceagCladosporialean DothideomycetefAbdollahzadeh et al. 2020Vijayawardene
et al. 022, Hyde et al. 2024). The genus represents one of the largest and most heterogeneous
genera of hyphomycetes (Crous et al. 2007, 2019a, Bensch et al. 2010), and consists of three
species complexes, vizGladosporium cladosporioide€!. habarum, and Cl. sphaerospermum
(Schubert et al. 2007, Bensch et al. 2012, 20C&dosporiumis a dematiaceous hyphomycete
characterized by mononematous, usually macronematous, solitary, unbranched or branched
conidiophores, sometimes smooth to verruceilostegated onidiogenous cells with terminal or
intercalary, monoblastic to polyblastic, with conspicuous conidiogenous loci. Conidia are solitary
or catenated, formed in unbranched or branched acropetal chains, variable in shape and septation,
range fom subhgline b pigmentedwith smooth, verruculose, verrucose, or echinulate surface
(Bensch et al. 2012). Species ©fadosporiumdisplay diverse life modes as endophytes, plant
pathogens, human pathogens, and hyperparasites of other fungi (Bens@9&2,aP18, Rsado
et al. 2019, Virginia et al. 2019, Lv et al. 2023). However, the majority of species are regarded as
saprobes (Bensch et al. 2018, Pereira et al. 2022). Phylogenetic relationships within the genus are
typically resolved using a combinan of three l@i viz., ITS,act, tefl-U ( Bensch et al
2018, Pereira et al. 2024). Currently, the genus includes more than 910 epithets in Index Fungorum
(2026). However, it is estimated that the genus encompasses more than 230 accepted specie
(IturrietaeGonzalez et al. 2021).nlthis study, we describe a new host recordCladosporium
perangustunon a leaf ofPteris creticain Thailand.
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Cladosporium perangusturBensch, Crous & U. Braun 2010 Figs2, 3

Index Fungorum number: IF517085; Facesoffungi number: FoF 18106

Saprobicon the dead leaves @fteris cretica Sexual morph: Not observed. Asexual morph:
Hyphomycetous.Mycelium internal and superficialHyphae filiform to narrowly cylindricat
obl ong, | oosel y brxeEn.s, he 20), seftates Soetiiemslighipatrcted
at septa, sometimes irregular due to intercalary swellings and constrictions, subhyaline to pale
olivaceous or pale olivaceisbrown, smooth to usually verruculose or irregularly rougitled,
walls unthicken or almost so, sometimes swollen at the base of conidiopbonegiophoresb0i
(100140 x 2.%3.5 uym fo = 1124 x 3.1 um, n = 15), solitary, sometimes in pairs,
macronenatous, semimacronematous or micronematous, arising terminally and laterally from
hyphae or from swollen hyphal cells, erect, straight or slightly flexuous, filiform to narrowly
cylindricaloblong, sometimes slightly geniculate toward the apex, nodulossanched, or
branched, septate, pale to olivacebuswn, paler toward the apex and sometimes attenuated,
smooth to asperulate or minutely verruculose, walls slightly thickePewidiogenous cell$ 07 1 8
x 2i4 uym long o= 11.8 x 3.2 um, n = 15), integeml, mainly terminal, intercalary or
pleurogenous, narrowly cylindricablong, sometimes geniculaséuous, in intercalary cells loci
situated on small pelike lateral prolongations or just belotie septumRamoconidia2 217 4 3 |
37 4. 50=Q09 x(4.1 ym, n = 20), cylindrical oblong, aseptate or uniseptate, pale olivaceous
brown, smooth to minutely verruculose or irregularly verrucose, truncate bases, slightly attenuated
toward the apex and badala subdenticulate or denticulate, protuber&sicondary ramoconidia
4715 1T m30@=3.2% 3.2 um, n = 20narrowly ellipsoid to cylindricabblong and septate.
Conidia4i 6 x 3.4 pm ¢o= 5.4 x 4.2 um, n = 30), numerous, branched chains, athowwoid,
fusiform to ellipsoid, fusiform, subcylindrical, apex broadly rded or slightly attenuated,
subhyaline to pale olivaceotsown, smooth to minutely verruculose or irregularly rougtiled.

Culture characteristics Conidia germinating on PDA ithin 24 hours at 25 °Gyerm tubes
producedon bothsides. Colonieseachings0i 55 mm diam on 14 days on PDA, greljvaceous to
olivaceous or pale greenish grey, reverse dark olive or dull green to black, white near margin,
floccose or felty texture, neoluble pigment in medium, no exudates, and sporulation abundant.

Material examined Thailand, Chiang Rai Province, Mae Sui Dam, Lat. 19.682675°, Long.
99.537106°, on dead leaf éfteris cretica(Pteridaceae, Polypodiales), 16 January 2025, S. A.
Dilini T hakshila, TEMO001 (MFLU28229), living culture (MFLUCC 2850245).

Known distribution (based on molecular datapustralia (Bensch et al. 2010, Pak et al.
2017), Brazil (Oliveira et al. 2014), China (Lu et al. 2015, Li et al. 2016, Bensch et al. 2018, Yang
et al. 2021a, Wang et al. 2022), Germany, New Zealand, Polynesia, Thailand (Bensch et al. 2010,
This study), India (Bensch et al. 2010, Govindappa et al. 2020), Korea (Hassan et al. 2021), South
Africa (Bensch et al. 2010, Crous & Groenewald 2011, Benseh 2012), and the USA (Bensch
et al. 2010, Bensch et al. 2018).

Known hosts (based on molecular datai\cacia mangiumChasmothecia oPhyllactinia
guttata on leaves ofCorylus avellanaand Corylus sp., Corymbia foelscheanaCussoniasp.,
ErythrophleunchlorostachysEucalyptus placitaEucalyptussp.,Magnoliasp., MargarineMorus
rubra, Musa sp., Oats,Oncoba spinosaProtea caffra Protea cynaroides Strelitzia sp.,
Teratosphaeria fibrillosgTeratosphaeria maculiformid.eaves of pecan tree (Bensstal. 2010),
Aegiceras corniculatunftwig and leaf) (Li et al. 2016)Ananas comosufBensch et al. 2015),
Dendrophthoe falcatédleaf) (Govindappa et al. 202 ucommia ulmoideallen leaves) (Wang
et al. 2022), Indoor air sample in library, bedrodmspital, bakery (Bensch et al. 201Biyistona
chinensigYang et al. 2021a)Myrica rubra(Lu et al. 2015)0Oryza australiensigPak et al. 2017),
Phaenocoma prolifergCrous & Groenewald 2011)5yagrus oleracedOliveira et al. 2014),
Triticum aestivin (Bensch et al. 2012)itis vinifera(Hassan et al. 2021), Wheat (Bensch et al.
2010), andPteris cretica(This study).

GenBank Accession NumberdTS: PX205018act PX239991tefl-U PX232339.
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~a | Cladosporium pruni-salicina GUCC 21206.1"
| Cladosporium pruni-salicina GUCC 21266.1

Cladosporium passifloricola COAD 2140

o\ Cladosporium tenuissimum CBS 1259957
90/1.00 losporium tenuissimum
] Cladesporium tenuissimum UTHSC DL13-258

100/1.001 Cladosporium congjiangense GUCC 2120837
Cladosporium congjiangense GUCC 21208.5

98/0.99—_10W1.00r Cladosporium cucumerinum CBS 171.52%
Cladosporium cucumerinum CBS 173.54

0.820

00 i(':‘ Cladosporium angustisporum CBS 125983
o5/ Cladosporium angustisporum UTHSC DI-13-240

1100/0.99 Cladosporium chlamydosporiformans COAD 2570
100/1.00—99/0.87" ' Cladosporium chlamydosporiformans COAD 25717
T~ Cladosporium proteacearum BRIP 72301a®
100/1.00—| Cladosporium cladosporioides CBS 1123887
Cladosporium cladosporioides CBS 113738

SO —— [ Cladosporium ribis COAD 2550
100/0.94 |'i Cladosporium ribis GUCC 21244.1T

96/0.96—_|| T [ Cladosporium anthropophilum CPC 11122

IWLO0 Cladosporium devikae BRIP 72278a"
| Cladosporium brigadeirensis COAD 2257

100/1.00—L" 114 Cladosporium wenganense GUCC 21220.17

00/1.00 | Cladosporium setoides COAD 2576
Cladosporium setoides COAD 34707

o007 Cladosporium macadamiae BRIP 72269a®
Mo 1 Cladosporium macadamiae BRIP 72287a

TR Cladosporium crousii CBS 1406867
L L Cladosporium pseudochalastosporoides CBS 1259937

98/-—M| Cladosporium funiculosum CBS 122128
100/1.00. I I Cladosporium funiculosum CBS 1221297

100/0.98 -ll‘- Cladosporium uwebraunianum CBS 1433657
100/1.00 ~—LT=»" Cladosporium uwebraunianum DTO 305-H9

| &l Cladosporium phaenocomae CBS 128769™
| 96/-] Cladosporium verrucocladosporioides CBS 126363"
| 100/1.007 Cladosporium nayongense GUCC 21260.3"

00/1.00| Cladosporium neapolitanum MgPol

O L90 Cladosporium montecillanum CBS 140486
98/0.89 | Cladosporium montecillanum CPC 15605

00 PS84/ Cladosporium neerlandicum CBS 1433607

' bl Cladosporium coprophilum FMR 16101

Cladosporium cladosporioides complex

Fig. 17 Phylogram generated from maximum likelihcaailysis based on combined I'&8t, and

tefl-U s e q u e @redundded and fiftyeight strains were included in the combined sequence
analyses, which comprised 1653 charactetb waps (ITS = 667act= 249,tefl-U = 737) . T
strains of Cladosporium herbarum (CBS 121621 and CBS 300.49), which belong to the

Cl. herbarum complex, were used as outgroup taxa. Final ML optimization likelihood is
17976.144. The matrix included 876stihct alignment patterns, with 32.56% undetermined
characters or gapBootstrap support values for ML (first set) equal to or greater than 70%, BYPP
equal to or greater than 0.70, are given above or below the nodes. The strains from the current
study ae in red bold, and the type strains are indicated With
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1990 | Cladosporium westerdijkiae CBS 1137467
o WDVL00' Cradosporium westerdijkiae CPC 10150

LIRS | Cladosporium vicinum CBS 143366
97/1.00 =!n|-|= Cladosporium vicinum CBS 306.84

83/. ..i- Cladosporium delicatulum CBS 126342
T Cladosporium delicatulum CBS 126344
_| Cladosporium lycoperdinum CBS 126347
| [t00/1.00= Cladosporium lycoperdinum CBS 574.78C
| VPSS Cladosporium pini-ponderosae CBS 124456°
| L 100/1.007 Cladosporium chalastosporoides CBS 125985

|l|, o1 Cladosporium hemileiicola COAD 2567"
H‘ O/l ' - Cladosporium hemileiicola COAD 3350

100/1.00 TRasy Cladosporium parapenidielloides CBS 1404877
|l Cladosporium exasperatum CBS 125986

072 [0 Cladosporium caprifimosum FMR 165327

73/0.96] T “ladosporium myrtacearum CBS 126350
| [ Cladosporium scabrellum CBS 126358 _
| ladosporium flavovirens CBS 140462

L_100/1.00 Cladosporium tianshanense CGMCC 3.18033
_ Cladosporium tianshanense CGMCC 3.18034

w; Cladosporium licheniphilum CBS 1259907

G oa7——| Cladosporium ipereniae CBS 140483
1 “i Cladosporium ipereniae CPC 16855

100/1.00—_|_| | 1007L.007 Cladosporium albofl CBS 140690"
aaylll| Cladosporium iranicum CBS 126346
Cladosporium paracladosporioides CBS 171.54!

|| gan~e  Cladosporium punicae GUCC 21271.5"
10000l | | | Cladosporium angulosum CBS 1406927
e SR Cladosporium xanthochromaticum CBS 126364
“ 85/0,98 — Cladosporium xanthochromaticum CBS 1406917

100 / 00, Cladosporium aulonemiae COAD 22697
: Cladosporium aulonemiae COAD 2270

~ Cladosporium grevilleae CBS 114271

Cladosporium cladosporioides complex

Fig. 17 Continued.

Notes i In the phylogenetic analyses, our strain (MFLUCG0235) grouped within
Cladosporium perangustusubclades, with 100% ML and 1.00 BYPP statistical support (Fig. 1),
in the Cl. cladosporioidesomplex. Morphologically, our collection sharsimilar characteristics
with the type collection (CBS 125996) as described by Bensch et al. (2010). The genetic distance
between our strain and the type strain (CBS 125996) is m3¥5, 6.7% inact, and 4.6% irtefl-
U Cladosporium perangustunvas introduced by Bensch et al. (2010) based on morphological
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uniformity across 30 strains. However, subsequent studies (Bensch et al. 2010, 2012) highlighted
phylogenetic variability within its subclades. Later, Sand®ehis et al. (2016a) introduced

Cl. angulosum and Cl. xantochromaticum which included strains previously placed in

Cl. perangustunsubclade by Bensch et al. (2010), based on morphological and genetic diversity.
Due to distinct genetic distancesdotandtefl-U f r o mtype bf€l. perangustumthese taxa

were established as separate species (SanDeves et al. 2016a). Morphologically,

Cl. perangustundiffers from Cl. angulosunby its usually branched conidiophores forming 90°
angles, whileCl. xantoclomaticumcan be distinguished by its smaller ramoconidia and smooth
walled conidiophores (Sandov@knis et al. 2016a).

Fig. 2 7 Cladosporiumperangustum(MFLU 25-0229, a new host recordy Leaves ofPteris

cretica b, ¢ Colony on the host substratéh Conidiophores.im Terminal and intermediate
occurrence of ramoconidia and conidia on septate conidiophor&enticulate projections.

0 Ramoconidia and conidia. p Germinated conidigmr Colonieson PDA (pupper, glower).

Scd e bars: cb ==23H®B6 cdthPihe m, 50m,em, =i 10 em, p =
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Fig. 37 Cladosporiumperangustunon PDAmedia(MFLUCC 250245) a, b Colonies on PDA,

a Surface. b Reverse. ¢, d Conidiophooasthe media e Septate hyphaé K Terminal and
branched conidiophore, conidia and ramoconidia. | Conidia and ramoconidia. Scale bars: ¢ = 500
em, d = 250 ®©dm,= I110=¢20Q gm, ke = 5 ¢&m.

Yang et al. (2023a) introducedladosporium punica@s a singlestrain species within the
Cl. cladosporioidessomplex, considering only the type strain@f perangustunfCBS 125996),
which received high statistical support. However, after incorporating addif@in@erangustum
subcladesCl. punicaewas nested within th€l. perangustuntlade,including our isolate (Pereira
et al. 2024, This study). Genetic comparisons showedhatunicaediffers from the type strain
of Cl. perangustunby 2 bp in ITS, 31 bp iract and 7 bp intefl-U ( Yang et al
Morphologically, Cl. punicae differs from Cl. perangustumby producing pale yelloviarown
colonies on PDA, whereaSI. perangustunforms olivaceougrey to irongrey colonies (Yang
et al. 2023a). AdditionallyCl. punicaehas widerconidia and secondary conidia compared to
Cl. perangustunfBensch et al. 2010, Yang et al. 2023a). To resolve the phylogenetic position of
Cl. punicaerelative to theCl. perangustumsubclade, additional isolates and characters are
required.

Cladosporiumperangustunis a widespread saprobic species isolated from diverse substrates
worldwide (Bensch et al. 2010, 2012, 2015, 2018, Li et al. 2016, Govindappa et al. 2020).
Phylogenetically, it formed a wedlupported but genetically heterogeneous clade (Beatal.
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2010, SandovabDenis et al. 2016a, This study), suggesting tBat perangustumshould be
considered a species complex. Due to the morphological uniformity of strains, Bensch et al. (2010,
2012) maintained the clade under the n&@heperangustununtil more isolates become available
or additional characters are identified that would allow the recognition of cryptic species. This is
further supported by the fact that the clade exhibits greater phylogenetic divergaotaenidtefl-
U t han betiveer®somesother closely related species (Bensch et al. 2010).

In our study, based on detailed morphology and phylogenetic evidence, we cdhahaole
collection isCl. perangustunand it is a new host recodd Pteris creticacolleded from Thailand.

Dothideomycete®.E. Erikss. & Winka 1997
MycosphaerellalegNannf.) P.F. Cannon 2001
Teratosphaeriacea€rous & U. BraurR007
HortaeaNishim. & Miyaji 1984

Index Fungorum number: IF11101; Facesoffungi number: FoF 07012

Notesi Hortaeawas introduced by Nishimura & Miyaji (1989) based on a dematiaceous
yeastlike fungus that had previously caused taxonomic confusion, having been placed in various
genera such aSladosporium CryptococcusExophialag andPhaeoannelomycg$iorta 1921 yvon
Arx 1970, McGinniset al. 1985, de Hoog et al. 2000). Currently, the genus comprises a single
species,Hortaea werneckji which presents both mycelial and yellst# asexual morphs. The
conidiophores are pale brown to black and may be branched or urdntai@dnidiogenous cells
are sympodial and annellidic, arising from ampullaceous cells that elongate and swell during the
production of solitary, terminal conidia. These structures often develop into thick, cylindrical,
obclavate, or truncate rachises (fertparts) with distinct bud scars. Conidia are solitary,
acropleurogenous or acrogenous, unicellular or bicellular, ellipsoidal to cylindrical, and pale brown
to black, sometimes aggregated in clusters. Yidastcells are also unicellular or bicellular,
ellipsoidal to cylindrical, and pigmented, with sympodially arranged bud scars or annellations, and
produce conidia via unipolar or bipolar budding (Nishimura & Miyaji 198f@)taea werneckiis
a halotolerant species, frequently isolated from saliner@mwents (Cantrell et al. 2006, Kogej
et al. 2007, Zalar et al. 2019). In this study, we report its occurrence on decaying wood submerged
in seawater. To the best of our knowledge this is the first geographical record of this species from
Thailand.

Hortaea wernecki(Horta) Nishim. & Miyaji 1984 Fig.5

Index Fungorum number: IF106184; Facesoffungi nunfbeff: 11381

Saprobicon dead wood submerged in seawateexual morph Not observed Asexual
morph Hyphomycetou@n vitro, Fig. 5).Colonieson PDA.Vegetative hyphaé.5 3.5um (o= 2.5
em, n = 15) d i a m;walledathiekwalted, septate, brancheBs¢utiohyphae
present, composed of aggregated conid@idiogenous celldi 8 x 2.54em (0=6.5 x 3em, n =
10), integrated, cylindrical iosubcylindrical, pale brown to brow@onidia3.59.5 x 25 em (0=
7 1 3.5 &m, n sseptatPe)lipsoidal soecplindaical e subhyalinel pale brown to
brown, smootkwalled. Yeaslike cells 9.515 x 2.54.5em (o= 11 x 3.5em, n = 20), 02-
septate ellipsoidal to cylindrical pale brown to brown, thickvalled, producing sympodioor
annelloconidia by unipolar or bipolar budding

Culture characteristicé Colonieson PDA reaching 20 mm diam. at 25°C + 2°C after one
month, flat, lobate mang, first smooth, shiny, moisbecoming dry or moistvrinkled; from above
and belowgreenish black

Material examinedi Thailand, Prachuap Khiri Khan Province, Pranburi, dead wood
submerged in seawater, 25 October 2022, K.D. Hyde, SMHALU 25-0296, living culture,
MFLUCC 250296.

Known distribution (based on molecular datéBrazil, France, Greece, Italy, Japan, Mexico,
the Netherlands, Portugal, Puerto Rico, Senegal, Slovenia, Spain, Sri Lanka, Sudan, and Suriname
(Marchetta et al. 2018), Chir{f€hen et al. 2012), Egypt (Elsayed et al. 2016), Hawaii (Humphries
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et al. 2017), India (Nadodkar et al. 2024), Thailand (This study), USA (Anthonies & Mdigaz
2022).

Known hosts (based on molecular datal\egiceras corniculatunfChen et al. 2012), @i
beach soil, Casuarina equisetifolia hollow tree, limestone rock, polyethylene plastic bag,
Rhizophora manglesaline water, salt bath, seprayed marble, seawater, silicone, sooty mould
(Marchetta et al. 2018), corals (Xu et al. 2014), indoor dustmfptuies et al. 2017), Plankton,
Spider web (Anthonies & Vargaddufiz 2022), salt marsh plant (Formoso et al. 2015), saltern
microbial mats (Cantrell et al. 2006), submerged wood in seawater (This study).

GenBank Accession NumbérdTS: PX057634, LSU: PX®7524.

Notesi In the multigene phylogenetic analyses of ITS and LSU sequences, the strain of our
isolate MFLUCC 250296 groups with the strain dflo. werneckii(CBS 107.67) (exneotype;de
Hoog et al. 1999 with 100% ML and 1.00 BYPP statistical supp(@-ig. 4). The morphology of
our new collection MFLUCC 250296 is consistent with the original description of holotype of
Ho. werneckiiprovided by Nishimura & Miyaji (1989), havingyphomycetousasexual morph
producing mycelial structure and yedike structure, andjyreenish black shiny, dry or moist
culture. Based on morphological characteristics and molecular data, we report our collection is
Ho. werneckiiand it is the first geographical record in Thailand.

1001 '00[ Hortaea werneckii CBS 107.67 NT
o 95/1.00 Hortaea werneckii MFLUCC 25-0296
[
8 —— Stenella araguata CBS 105.75 T
N
§ 100/1.00 Salinomyces thailandicus CBS 125423 7
o
g Salinomyces polonicus CBS 147480 T
5 o 86/0.96! g lonicus CBS 147481
S ——H— alinomyces polonicus

100/1.00| Cladosporium cladosporioides CBS 112388 T

| Cladosporium cladosporioides CPC 15167
0.03 Outgroup

Fig. 47 Phylogram generated fromaximum likelihood analysis based on combihes and LSU
sequence data. Eight strains were included in the combined sequence analyses, which comprised
1412 characters with gaps (ITS = 530, LSU = 8&adosporium cladosporioidgBS 112388

and CPC 15167%trains were used as the outgroup taxa. Final ML optimization likelihoed is
3304.843. The matrix included 168 distinct alignment patterns. Bootstrap support values for ML
(first set) equal to or greater than 70%, BYPP equal to or greater than 0.9%verealgove or

below the nodes. The strains from the current study are in red bold, the type strains are indicated
with T, and neotype strains are indicated With

Pleosporaled.uttr. ex M.E. Barr 1987
AmniculicolaceaeY. Zhang ter, C.L. Schoch, J. Four@rous & K.D. Hyde 2009
Murispora Y. Zhang ter, J. Fourn. & K.D. Hyde 2009
Index Fungorum numbelF515472 Facesoffungi numbeEoF 08155
Notesi Murisporawas establishetly Zhang et al. (2009p accommodate the type species
M. rubicunda Members & Murisporaare primarily known for their sexuatorphs characterized
by globose to subglobose ascomata that stain the substrate purple, oblong to clavate, short
pedicellate asci and pigmented, muriform ascospores usually surrounded by a hyalineugelatino
sheath(zZhang et al. 2009Wanasinghe et al. 20L5The asexual morphs d¥Wurispora are
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characterized byycnidial, pale brown to browrsubglobosg ostiolate conidiomata phialidic,
ampulliform hyaline conidiogenous celjsand hyaline, aseptatepvoid to ellipsoida) guttulate
conidia Wanasinghe et al. 201MagafaDuefaset al. 2020)These species occur as sdq@®on
a variety of plant debris, and some are alszoveredn freshwater habitatéNVanasinghe et al.
2015 Bao et al. 20191agafiaDuefia et al. 2020, Zhang et al. 20683In this study, we reported a
collection ofMurisporahydeifor thefirst time from a freshwater habitat

-y TN

Fig. 51 Hortaea wernecki(MFLU 25-0296,a new geographical record). aCblony on PDA after
one month (a: stace view, b: lower view)c Hyphae and pseudohyphaéhdvariously shaped
vegetative cells with or without buds. Scale bairsi=10 Om

Murispora hydeiYa Ya Chen, Jin F. Zhang & Z.Y. Liu 2023 Fig. 7
Index Fungorum numbel~900677 Facesoffungi nuiver: FOF14553
Saprobicon submerged decaying woodNujiang River Sexual morphAscomate340'410
e mhigh, 210280¢ nwide, solitary, scatteredr gregariousimmersedo semi immersegglobose
to subglobose, obpyriforndarkbrownto black normally saining the substrate purple, coriaceous,
ostiolate.Peridium 261 50 um thick, composed of several layers of thick, hyaline to dark brown
cells oftextura angularisHamatheciuntomposed of numerous,5 2 um wide, hyaline, septate,
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branched, filamentous, srathrwalled cellular pseudoparaphysesbedded in a gelatinous matrix
Asci (158)1731 198(1 215 x 1821 um (o= 185 x 19 uym, n =40), bitunicate, fissitunicate,-8
spored, cylindrieclavate, straight to slightly curved, rounded at the apex, hyalet pedicellate,
smoothwalled, with a minute ocular chamhekscospore$18i)22i 25(i 27) x 111 13 um (o= 23 x
12 um, n = 50), overlappingli 2-seriate, ellipsoidalo fusiform, hyaline when young, becoming
pale reddish brown at maturjt§i 7 transverse septaith 1i 2 longitudinal septaconstricted at the
septum,conical and rounded at the endsittulate surrourded by a mucilaginous sheatksexual
morph:Not observed

Material examinedi Ching Yunnan Province, Nujiang Prefecture Nujiang River
27°15'39.58"N, 98°52'52.65"E, on submerged decaying woctiMay 2023, Z.Q. Zhang S4600
(HKAS 131649, living culture KUNCC 23-14354 ibid., 26°9'57.43"N, 98°51'14.79"E, on
submerged decaying wootiMay 2023, Y. Wang S4495 HKAS 131653, living cultureKUNCC
23-14368 ibid., on submerged decaying woatiMay 2023, W.P. Wang S4502 HKAS 131652,
living cultureKUNCC 23-14367

Pseudomassariosphaeria grandispora CBS 613.86

96/1.00 Fouskomenomyces mimiticus FMR 16958

99/1.00 Fouskomenomyces cupreorufescens A20 T

96/1.00. Neomassariosphaeria aquimucosa GZCC 19-0500

Neomassariosphaeria aquimucosa GZCC 19-0502
99/--|Neomassariosphaeria aquimucosa GZCC 19-0501
Neomassariosphaeria aquimucosa GZCC 19-0503

Neomassariosphaeria typhicola CBS 123126

Fig. 6 T Phylogram generated from maximum likelihood analysis based on combined TSU

SSU and tefl-U sequence data. Thiryine strains were included in the combined sequence
analyses, which compris@284characters with gaps (LSt/844, ITS = 561, SU = 987,tefl-U=

892. Lophiotremaeburneoides(KT 14241) and L. fallopiae (HHUF 30506)are used asthe
outgroup taxon. Final ML optimization likelihood #42402.105971. The matrix includetb9

distinct alignment patterns, wi2¥.92%undetermined characters or gaps. Bootstrap support values
for ML (first set) equal to or greater than 70%, BYPP equalrtgreater than 0.95 are given above

or below the nodes. The strains from the current study are in red, and the type strains are indicated
with T.

Known distribution (based on molecular data}hina (terrestriahabitat, Zhangt al. 203a,
freshwatemabitat, This study.
Known hosts (based on molecular datd)nidertified woody plant Zhanget al. 203a, This

study).
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GenBank Accession NumbeirsKUNCC 2314354/KUNCC 2314366/KUNCC 2314367,
ITS:  PX230560/PX230558/PX230559, LSU:  PX230546/PX230544/P3£30 SSU:
PX230532/PX230530/PX23053tkf1-U PX238384/PX238382/PX238383.

Fig. 77 Murispora hydei(HKAS 131649, a nevhabitatrecord).a, bAppearance of ascomata on
host substratec Section ofan ascoma.d Ostiole e Peridium f Pseudoparaphyseg, h Asci.
iTm Ascospores. Ascospore siaed with Indian inko Germinated ascosporp Colony on PDA
obverse and reverse vie@cale bars: ¢ 200 um,dg, h=50 ¢ nf,ito®, 20 €& m.
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Notesi Phylogenetic analysis showed that our three isolgeENCC 23-14354 KUNCC
23-14366andKUNCC 23-14367) areclustered with the type strain bfurispora hyde{(GZCC 19
0142 and formed an independent lineage within kherispora clade (Fig. 6). Morphologically,
our new collectios aresimilar toM. hydeiin havingsolitary, scattered or gregarious, irensed to
semiimmersed, globose to subglobose, dark brown to bkstomatanormally stained the
substrate with purpljeellipsoidal to fusiform, with transverseand longitudinal septaguttulate
ascospores (Zhang et al. 2@e3However the ascospores olionewcollectionswere smallethan
M. hydei(22i 25 x 111 13 vs. 271 38 x 9i 15 um), andsurrounded by a mucilaginous sheath, which
was not mentioned in the original descriptionvbfhydei(Zhang et al. 2028. Comparison of the
LSU, SSU, andefl-U sequenes between our isolates amdl. hydei (GZCC 190142 extype)
revealed that only thtefl-Usequence between KUNCC-23354 and GZCC 19142 differed by
two nucleotide bases, while the nucleotide sequences of the other isolates were identical to those of
GZCC 190142 Since the type strain d¥l. hydeilacks the ITS sequence, the base differences
between the ITS sequences of the maationand the type strain are unknown. However, there is
almost no difference in thiefl-U sequence and based on the analg$ nucleotide differences in
the tefl-Usequence among other species in the genus, we believe that the observed morphological
differences may be due to environmental variatiolserefore based on the highly similar
molecular sequence data, our threkections were identified asl. hydej which was reported for
the first time from a freshwater habitat.

Pleosporaled.uttr. ex M.E. Barr 1987
DidymellaceaeGruyter, Aveskamp & Verkley 2009
AllophomaQian Chen & L. Cai 2015

Index Fungorum numbeiF81409S; Facesoffungi numbeFEoF 08217

Notesi Allophomawas introduced by Chen et al. (2015) to accommodate the previously
described fivePhomaspecies and was typified #llophoma tropica This genus is characterized
by ovoid, oblong, aseptate conidia whiate ellipsoidal to cylindrical, or slightly allantoid (Chen
et al. 2015). The genus mainly represents plant pathogens. There are 17 established species base
on LSU, ITS,tub2, andrpb2 sequences and no sexual morph has been observed (Chen et al. 2015,
2017, Babaahmadi et al. 2018, Valenzukt@ez et al. 2018, Marifrelix et al. 2019, Jayasiri et al.
2019, Hou et al. 2020a, Yuan et al. 2021, Senanayake et al. 2023, Aumentado et al. 2024a,
Jayawardena et al. 2025).this study, we report a new host retof Allophoma minomssociated
with a symptomatic leaf oHibiscus rosasinensisfrom Thailand, based on morphology and
phylogenetic analysis.

Allophoma minor(Aveskamp, Gruyter & Verkley) Qian Chen & L. Cai 2015 Fig. 9

Index Fungorum number: IF8140@3acesoffungi number: FoF 19595

Associated with leaf spots éfibiscus rosasinensis Leaf spotsecrotic, chlorotic, initially
small, then enlarge to irregular, with black margins and conidiomata on the abaxial surface of the
symptomatic leaves. Asexualonph: Conidiomatapycnidial formed on PDA, black, single or
aggregated, subglobose to globose to broadly ellipsoidal, superficial or ssmme r s e d , 1351
1207 In8(®= 180 x 165¢m). Conidiogenous cellphialidic, hyaline, simple, smooth, flask
shaped or somewhat isodiametri€onidia cylindrical to ellipsoidal, thirwalled, smooth, hyaline,
aseptat e, 3 .e1@ poz 3.46x 2122 m), with O 22mirtute guttulesChlamydosporeand
sexual morph were not observed.

Culture Characteristic¥ Colory on PDA reached 35 mm diameter on PDA at room
temperature (28 +°Z) seven days after incubation and produced white with black flat mycelium
with an entire (smooth) margin. The reverse is yellowish white with black.-vAbrith post
incubation, colonies drtame raised and cottony, reached up to 47 mm diam., whitish with pale
orange and black margins. The reverse is orange to brown.

Material examined Thailand, Chiang Rai Province, Mueang Chiang Rai District, Mae Fah
Luang University premises, a symptomdsaf of Hibiscus rosasinensis(Malvaceae, Malvales),
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11 January 2023, Herbert Dustin Aumentado, MFLU-0299 (dried culture, permanently
preserved in a metabolically inactive state), living culture MFLUCQO2%3

Stagonosporopsis loticola CBS 562.817 outgroup

0.01

Fig. 81 Phylogenetic tree obtainddom maximum likelihood analysis of a combined LSU, ITS,

rpb2, andtub2 sequence dataset representitigphomaspeciesThirty-eight strains are included

in the combined gene analyses comprising 2504 characters after alignment. The best RAXML tree
with afinal likelihood value 0f7278.053264 and a tree length of 0.4163 is presented. The matrix
had 456 distinct patterns, 262 parsimamfprmative, 150 singleton sites, and 2092 constant sites.

The evolutionary model K2P+I was applied for LSU and ITS, an@H34 for rpb2 andtub2.

Support values for maximumi kel i hood (ML) O 70% and Bayesi .
0.90 are annotated at the nodes as ML/PP. The tree is rootefitagibnosporopsis loticol@CBS

562.81). Type strains are highlighted in bold and denoted™withile the newly identifiedtrain is

in red.Scale= 0.01 represents the estimated number of nucleotide substitutions of site per branch.
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Fig. 91 Allophomaminor (MFLUCC 250298 a new host record)i @aDisease symptoms on the
leaves of the host] Conidiomata on a toothpick dWA. e Conidiomata on PDA. f Pycnidial
conidiomatag, h Conidia.i, ] Germinating conidiak, | Colonies (obverse, reverse) on PDA at 7
days and (k) 4dmonth postncubation (I).Scale bars: e = 1 mm, d = 5@0n, f, iij = 20 em,

g, h=10em.

Known distribution (based on molecular data)China (Yuan et al. 2021), Indonesia

(Aveskamp et al. 2010, Chen et al. 2015), Solomon Islands (Larki et al. 2019), Thailand
(Aumentado et al. 2024a, This study).
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Known hosts(based on molecular datd)Hibiscus rosasinensis(Malvaceae) (This study),
Acanthus ilicifolius Thunbergia grandiflorg Acanthaceae)Combretunsp.,Lumnitzera racemosa
(Combretaceae)Emilia sonchifolia (Asteraceae)Hibiscus tiliaceus(Malvaceae),Intsia bijuga
(Fabaceae), Platostoma palustre (Lamiaceae), Sonneratia alba (Lythraceae), Syzygium
aromaticum Syzygium cuminiMyrtaceae) (Aveskamp et al. 2010, Chen et al. 2015, Larki et al.
2019, Yuan et al. 2021, Aumentado et al. 2024a, Farr & Rossméiy. 202

GenBank Accession NumberdMFLUCC 250298: ITS:PX287197, LSU: PX287198pb2:
PX289876tub2: PX289877.

Notesi In the phylogenetic analysis, our strain MFLUCCG@®8 is grouped with seven
Allophoma minorstrains, including the type strain 8fl. minor (CBS 325.82)with 77 ML and
0.98 BYPP support values (Fig. 8). Morphological comparison ofllheninor isolates (including
our isolate) with the type collection did not show any significant differences, and the conidial
dimensions are closely idiécal to each otherAllophoma minorwas recently reported on other
Malvaceaehosts,i.e., Hibiscus tiliaceusin Prachuap Khiri Khan, Thailand (Aumentado et al.
2024a) and is also closely related, as shown in the phylogenetic tree (Rige &onclude our
collection is another record @&fll. minor, based on morphology and phylogenetic evideHeee,
our strain was isolated on symptomatic leaveslibiscus rosasinensisin Chiang Rai, Thailand,
and we introduce &s a new host recard

EctophomaValenz:Lopez et al. 2017

Index Fungorum number: IF819952; Facesoffungi number:08221

Notesi Ectophomavas i ntroduced by Valwtnthedypelsmecies o p e z
Ec. multirostrata The species in this genus anestly found interrestrialhabitatsas pathogens and
saprobesHyde et al. 2024). Recently, an endophyictophomaspecies was reported from Sri
Lanka (Wimalasena et al. 2025). The asexual morph of the genus is charactebregrbyo dark
brown, solitary, pycnidial, globose to subglobpsstiolate conidiomata, phialidic, hyaline, smeoth
walled, ampulliform to globose conidiogenous cells, hyaline, oblong to ellipsoidal, aseptate,
smoothwalled, guttulate conidia, while the sexual morph is currently unkn®alenzuelaLopez
et al. 2018) Sevenspecies are currently accepted in the genus (Index Fungorum BR02B6is
study, we provide the first record dctophoma multirostratan Philodendronxanaduin Ching
based on morphology and phylogenetic evidence.

Ectophoma multirostrata(P.N. Mathur, S.K. Menon & Thirum.) Valentopez, Cano, Crous,
Guarro & Stchigel 2017 Fig. 11

Index Fungorum number: 89953 Facesoffungi number: FAF3699

Saprobicon leaves oPhilodendronxanadu Sexual morphNot observedAsexual morph:
Conidiomataon OAmedia78.5 151.8x 133.3 1566 em (0= 107.7x% 1418 em, n =3), pycnidial,
apricot to pale brown, translucent, solitary or confluent, superfigkdbrous, globose to
subgloboseConidiomata wallcomposedf brown flattened polygonal cells déxturaangularis
Conidia2.1i4.7 x 1.94.1em (0= 24 x 3.6 em, n =50), hyaline, ellipsoidal to oblong, aseptate,
guttulate, smoothwalled.

Culture characteristics Colonies reachin@.0 cm diamafter 14 days of incubation at 25°C
on PDA, pale brow, circular, flat, entire, dry;for below, light brown insidewhite outside, dark
brown in the middle.

Material examinedi China, Guangdong Provinc&ShenzhenCity, on the leaves of
Philodendronxanadu(Araceae, Alismatales®3 October2024, Liu Zihan, living culture, (A155)
MBSZU MBSZU 25-122,(A156) MBSZU MBSZU 25-123.

Known distribution (based on molecular dafia)india (Maharashtra), the Netherlands
(ValenzuelalLopez et al. 2018 Chobe et al. 20301Irag (Shehan et al. 2022), Iran (Ahmadpour
et al. 2021, Atahi Khalilabad et al. 2023%hina ghang et al. 2023bhis study).

Known hosts (based on molecular datafucumis sativysSoil (Valenzueld.opez et al.
2018, Celosia argentegShehan et al. 2@2, chickpea (Chobe et al. 202@endrobium officinale
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(Zhang et al. 2023 Kalanchoe blossfeldian@Ahmadpour et al. 2021)accinium corymbosum
(Atashi Khalilabad et al. 2023philodendronxanadu(This study)

100/-{ Allophoma tropica CBS 436.75"
Allophoma alba CBS 120422 Outgroup

0.004

Fig. 1017 Phylogram generated from maximum likelihood analysised on combined ITS, LSU,
rpb2 and tub2 sequence data representing the specieEavbphoma Twenty-one strains are
included in the combined sequence analysis, which coeg®2&17 characters with gaps (ITS =
452 LSU =836, rpb2 = 596, tub2 = 333). The tree topology of the maximum lIkeod analysis is
similar to the Bayesian analysis. The best RAXML tree with a final likelihood value of
4206.337951is presented. The matrix hathb2 distinct alignment patterns witi0.15% of
undetermined characters or gajf@ootstrap support values fdviL and Bayesian posterior
probabilities are given near nodes, respectivilipphoma tropicg CBS 436.75) and. alba(CBS
120422) were used as the outgroup taxa. Type strains are indicated aiththe newly isolated
strains are in red.

GenBank Accssion Numbers MBSZU 25122 ITS: PZ120857,LSU: PZ120859,rpb2:
PZ124878tub2: PZ124876;MBSZU 25123 ITS: PZ120858 LSU: PZ12086Q rpb2 PZ124879
tub2: PZ2124877.

Notes i We isolated twostrains (MBSZU 25122 and MBSZU 25123 from the
Philodendronxanadu host plantin China. In the phylogenetic analysistrain A155 grouped
together withthe extype strain ofEctophoma multirostrat§CBS 274.60with 71% ML and0.90
BYPP bootstrap support (Fig. 10)The second strajn MBSZU 25123, grouped with
Ec. mutirostrata (CBS 368.65 and CBS 110.79)his species was first introduced as
@Gphaeronaema multirostratinifrom poultry farm soilin India by Mathur & Thirumalachar
(1959). Later,ValenzuelaLopez et al. (2018) synonimizedt as Ectophoma multirostrataln
considering the morphology, our new isolat®IBSZU 25122 has pycnidial,globose to
subglobose conidiomata amiblong to ellipsoidal, aseptate and guttulate conidia similar to the
shapes and sizes within the range of offermultirostratacollections,including exisotype (CBS
274.60) (Aveskamp et al. 2008hmadpour et al. 2021Based on morphmolecular evidence, we
identified that our collection i€c. multirostrataand isa new host record ofhe fungus on
Philodendronxanaduin China.
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Fig. 11 7 Ectophoma multirostrata(MBSZU 25-122, a new host recordp, b Leaves of
Philodendronxanadu c Colony on OA. Pycnidia forming on OA. &ycnidium. f ConidiaScale
bars: e=50 um f=5¢ m.

Pleosporaleg uttr. ex M.E. Barr 1987
DidymellaceaeGruyter, Aveskamp & Verkley 2009
EpicoccumLink 1816

Index Fungorum number: IF8188; Facesoffungi number: FoF 08222

Notesi Epicoccumwas first introduced by Link (1816) and later redefined by Chen et al.
(2015). The genus is characterized by two synanamorphshyghomycetous and coelomycetous
anamorphs (de Silva et al. 2021). The hyphomycetous anamorph is characterized by dark
sporodochia and branched conidiophores that bear -mtingolyblastic conidia, while the
coelomycetous anamorph produces pycnidial diomata, doliform conidiogenous cells, and
hyaline conidia (Raza et al. 2019, de Silva et al. 2021). Molecular markers such as ITS or LSU
alone are insufficient for generiand specietevel identification within this genus. However, the
rpb2 andtub2 geres have proven effective for identification (Chen et al. 2015). Consequently,
accurate species identification &picoccumrequires a multlocus phylogenetic analysis that
combines ITS, LSUrpb2, andtub2 sequences, along with morphological characteggtiou et al.
2020b, de Silva et al. 2021, Gomzhina & Gasich 2025). According to the updated taxonomy by
Hyde et al. (2024b), there are currently around 100 recognized speé&pieatcum of which 68
have provided molecular data. In this study, we prieslee first morphological description,
including a new substrate and a new geographical recdd.afhloridisfrom China.

Epicoccum chloridisY.P. Tan & R.G. Shivas 2021 Fig. 13
Index Fungorum number: IF559383; Facesoffungi number: FoF 18218
On therocks of a rocky shore. Sexual morph: Not obserfekxualmorph: Conidiomata
sporodochial, solitary or aggregated, immersedagar, with hyphal outgrowths, globose to
subglobose, dark brown, 6866 x 62230 um. Hyphae septate, branched, smooth, hyaline.
Conidiogenous cellphialidic, hyaline, smooth, ampulliform to globose, i3.5x 4/12.5 um.
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Conidia aseptate, smoottand thirwalled, abundant, subhyalinelavate toellipsoidal, 2.53.5 x
4.5 6.5 um o= 2.8 x5.4, n = 60)Chlamydosporesolitary or in chainsformed intercalarily or
terminally on hyphaesmooth and thickwalled, hyaline to pale brown, globose to broadly
ellipsoidal, 5.514 x 6.5 26 um.

sporopsis cucumeris = 86.
on ropsis actaeae C 96 7
Stagonospol papillata CGMCC 3 18367 i

Outgroup

Fig. 127 Phylogram generated from maximum likelihood analysis based on combined ITS, LSU,
rpb2, andtub2 sequence data. Sevesmtght strains were included in the combined sequence
analyses, which comprised 2,400 characters with gaps (ITS = 501, LSU rpB58; 599, tub2 =

342). Stagonosporopsis actaed€BS 106.96),S. cucumeris(CBS 386.65), ands. papillate
(CGMCC 3.18367) were used as the outgroup taxa. Final ML optimization likelihoed is
13103.838578. The matrix included 651 distinct alignment patternis, 38.32% undetermined
characters or gaps. The final average standard deviation of the split frequencies at the end of the
total MCMC generations was computed as 0.007181 via Bl analysis. Bootstrap support values for
ML (first set) equal to or greater th@% and BYPP equal to or greater than 0.95 are shown above
or below the nodes. The strain from the current study is in red and the type strains are indicated
with T,
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Fig. 131 Epicoccum chloridissMBSZU 25041, a new substrate and a geographical r¢cord

a Colonies from surface and reverse view at 25 °C for 7 days on PDA, MEA and OA, respectively.
b Conidiomata on culture mediac, d Conidiomata. e Conidiogenous cells. f Conidia.

g Chlamydospores. Scale bars: a =2 cm, b = 500 pm, ¢ = 100 pum, dm, ®0320 um, f, g = 10

pm.

Culture characteristicis Colonies on PDA, MEA, and OA were described at 25°C for 7 days.
Colonies on PDA reached B8 mm in diameter, spreading, circular, flat, velvety, white to pale
orange, with white and entire margin. Rese white to pale orange. Colonies on MEA attained a
diameter of 8085 mm, spreading, circular, raised, smooth textured, entire margin, white to pale
pink on both sides. Colonies on OA reached a diameterid@5/6hm, spreading, circular, raised,
white ceter, greyish green @éhemiddle,awhite and entire margin. Reverse pale orange to brown.

Material examined China, Guangdong Province, Zhuhai, on rock sampled from the rocky
shore, 23 November 2024, Tanapol Thitla, living cultd@SZU 25041.

Known digribution (based on molecular datd)Australia (Tan et al. 2022), China (This
study).

Known hosts (based on molecular dat&@hloris gayangTan et al. 2022), rockT his study).

GenBank Accession NumbersITS: PV942283, LSU: PV94228%pb2: PV953159 tub2:
PV953160

Notesi In the phylogenetic analysis, our straMBSZU 25041) is grouped with the type
strain ofEpicoccum chloridigBRIP 72460a)with 75 ML and 0.96 BYPP bootstrap support values
(Fig. 17). Tan et al.(2022) described a new specieSp. chloridis, isolated from leaf spots of
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Chloris gayanan Australia. This species was proposed based on nucleotide differences in ITS and
rpb2 sequences (Tan et al. 2022). Phylogenetic&@ljyicoccum chloridisis closely related to

Ep. rhynchosporae@nd Ep. triodiae (Gomzhina & Gasich 2025, Fig. 12). Sequence comparison
showed thatEp. chloridis BRIP 72460a (ITS: OK44237Irpb2: OK557944) shares 99.83%
identity (1/581 bp, excluding gaps) in ITS and 99.25% identity (7/930 bp, excluding gapbRin

with Ep. rhynchospora@8RIP 72439a (ITS: OK442367pb2: OK557940). Similarly, it exhibits
99.85% identity (1/664 bp, excluding gaps) in ITS and 98.4% identity (15/936 bp, excluding gaps)
in rpb2 with Ep. triodiaeBRIP 72492b (ITS: OK442373pb2: OK557946). Howver, the original
descriptions of these species did not include morphological characteristics. Therefore, additional
morphological data, along with further molecular markers (including LSUuha), are necessary

to confirm whether they represent distispecies or potential conspecific lineages. Thus, based on
phylogenetic evidence, we speculate that our new collectigp.ighloridis and here we provide

the first morphological description, a new substrate (from rock) record, and the first geodraphica
record of the fungus from China.

Pleosporaleg. uttr. ex M.E. Barr 1987
Hermatomycetaceakocq. ex A. Hashim. & Kaz. Tanaka 2017
HermatomycesSpeg. 1910

Index Fungorum number: IF8517; Facesoffungi number: FoF 08252

Notesi Hermatomycesvas introduceda accommodate the type specids. tucumanensis
by Spegazzini (1911). The genus was originally placedincertae sedisof Ascomycota
(Wijayawardene et al. 2012). Subsequent multigene phylogenetic analyses, based on a combined
dataset of SSU, LSUtefl-U, and rpb2 gene regions, positionetHermatomyceswithin
Lophiotrematacea¢Tibpromma et al. 2016, Doilom et al. 2016). However, further phylogenetic
assessments revealed thHdérmatomycess phylogenetically distant from other members of
Lophiotremataceae Later, the genus was reassigned to its own monotypic family,
Hermatomycetacea@iashimoto et al. 2017Hermatomycess characterized by pale brown, short
conidiophores that are micronematous to semeronematous and mononematous. The conidia are
dimorphicand occur in two distinct forms: (1) lenticular, muriform conidia that are subglobose to
broadly ellipsoidal in frontal view, with subhyaline to pale brown peripheral cells enclosing
centrally located dark brown to black cells; in lateral view, thesed@m@ippear ellipsoidal to
narrowly oblong, often with two adpressed halves; and (2) cylindrical, septate conidia that may be
furcate or norfurcate, with lower cells hyaline to pale brown and the apex dark brown to blackish
brown (Ellis 1971, Doilom et ak016, Tibpromma et al. 2016, Koukol et al. 2018, Ren et al. 2021,
Liu et al. 2024, Shen et al. 2024). Currently, 39 species epithets are listedHansetomyce
Index Fungorum (2026). This study presentseav host record oHermatomyces indicusn
Syzygiumspecies.

Hermatomyces indicu®rasher & Sushma 2014 Fig. 15

Index Fungorum number: IF805645; Facesoffungi number: FoF 01851

Saprobicon dead twigs ofSyzygiumsp. Sexual morph: Not observed. Asexual morph:
HyphomycetousColoniesform scatteredo gregarious on the natural substrate, with abundant
sporulation concentrated at the center, surrounded by brown to dark brown mycelium.
Conidiophoressubhyaline to brown, micronematous, smooth, straight or curved, unbranched, and
septate, #7 em length [) x 2.5'3.5em width (w) o= 6.15x 2.8em, n =20,Q= 2 .n).9 ¢
Conidiogenous cellwyaline, holoblastic, cylindrical, short and termin&onidia dimorphic.
Lenticular conidiasubglobose to ellipsoidairbinate with subhyaline to pale browatt themargin
anddark brownat the center2330em () x 1924 em (w) (o= 27.96x 21.57em, n = 20,Q =
1. 2 9 ssometimespersistent on theconidiogenouscells at the base Cylindrical conidia
cylindrical, turbinategranulate broad at théasalcells with 2 rows of2i 4 cells in each column,
hyalineat thelower cellsandbrown to dark brown to the upper cells.29em (I) x 14.3818.76
em (w) (o= 24.89x 15.81em,n=20Q= 1 .nHh.7 ¢
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100/1.00[ Aquasubmersa japonica MAFF 245218
| Aquasubmersa japonica MAFF 2452197 outgr oup

0.04

Fig. 141 Phylogram generated from maximum likelihood analysi®ethasy combined ITS, LSU,
rpb2 andtefl-U s e q u e n ¢ e-threeastrans weFeoincludgd in the combined sequence
analyses, which comprised 4264 chéesswith gaps (ITS = 1550, LSU = 746b2 = 1010efl-U

= 958). Singlegene analyses were also penfied, and topology and clade stability were coragar
with those from combined gene analyskguasubmersa japonidAFF 245218) andA. japonica
(MAFF 245219) strains were used as the outgroup taxa. Final ML optimization likelihoed is
15119.369. The matrixncluded 1126 distinct alignment patterns, with 28.80% undetermined
characters or gaps. Bootstrap support values for ML (first set) equal to or ¢ineat&5%, BYPP
equal to or greater than 0.90 are given above or below the nodes. The strains frometiiestudy

are in red bold, and the type strains are indicated 'with

Culture characteristicis Conidia germinate on potato dextrose agar (PDA)iwi#d hours at
room temperature, producing germ tubes from multiple sides of the conidia. Colonie®rgrow

PDA, reaching a diameter of approximately 55 mm after one month. The colonies are circular and

flat, with a subhyaline margin and brown toward thenter in the front view. In reverse view, the
colony appears pale brown at the margins, becoming peigedsdarker to black at the center.
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Fig. 151 Hermatomyces indicu§MFLU 250519, a new host record). a Host substrate.
b, ¢ Colonies on the hostibstrate. d Hypha. e, f Cylindrical conidiakd-enticular conidia. Scale
bars:tdk = 10 & m.

Materialexamined Thailand, Chiang Rai Province, Mae Fah Luang University premises, on
a dead twig oSyzygiunsp. (Myrtaceae, Myrtales), 10 June 2024, HsamWPD 2, (MFLU 25
0519), living culture (MFLUCC 2®027).

Known distribution (based on molecular datalhina (Yang et al. 2023h)india Prasher &
Sushma Prash@014) Thailand (Doilom et al. 2016, This study).

Known hosts (based on molecular dataMagnifera indica(Yang et al. 2023)Phoenix
rupicola (Prasher & Sushma Prash&014), Syzygiunmsp. (Ths study),T. grandis(Doilom et al.
2016).

GenBank Accession NumbérdTS: PX273399, LSU: PX273402.
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Notesi In the phylogenetic analysis, our straMRLUCC 26:0027) is grouped with the
other strains ofHermatomyces indicufMFLUCC 141143, MFLUCC 14114, KUMCC 2%
0453),with 98% ML and 1.00 BYPP statistical support (Fig..PRirwise sequence comparisons
revealed a 0.2% base pair difference in th& Fegion and 100% identity in the LSU region
between our isolate ande. indicus(KUMCC 21-0453) Morphdogically, both collections have
dimorphic conidia.The lenticular conidia of our collection are subglobose to ellipsoidal, with
subhyaline to pale brawmargins and a dark brown centeri 2@ x 1924 (o= 27.96 x 21.5&m,

I/'w = 1.2%€m) vs.30i 35 x 2325 pm (o= 32 x 22 ym,|/w = 1.45 (Yang et al. 2023b). The
cylindrical conidia are broad at the basal cells, arranged in two rows iitbells in eacltolumn.
The lower cells are hyaline, while the upper cells are brown to dark broWw®9 %714.3818.76
em (o= 24.89x% 15.81em, l/w = 1.57em) vs.30i 35 x 1521 uym o= 32 x 18 um//w = 1.77)
(Yang et al. 2023b). The conidia of our isolate are diighinaller than those ofle. indicus
(KUMCC 21-0453), which may reflect differences in host and enviremia conditions. Based on
combined morphological and molecular data, we identify this collectibteismatomyces indicus
and it is a new host recorduiod onSyzygiunspecies from Thailand.

Neohendersoniacead. Giraldo & Crous 2017
Neomedicopsi€rous &Akulov 2019
Index Fungorum number: IF829321; Facesoffungi number: FoF 08314

100/1.ﬂ| Neobrevicollum biancaeae HKAS 130507 T
100/1.00 Neobrevicollum biancaeae UESTCC 23 0142
Neobrevicollum oleae CGMCC 3.25054 T

100/1.00
97/0.96 [ Brevicollum hyalosporum MFLUCC 18-0305
1001-04%_{;Brevicollum hyalosporum SNT250
99/1.00 Brevicollum versicolor HHUF 30591 T
100/1.00 C. octosporus MFLUCC 18-0304a T
80/-- 100/1.00 |_

Crassiparies yunnanensis HKAS 121977 T

— Crassiparies quadrisporus HHUF 30409 T
Mo_ij Neohendersonia kickxii CBS 112403 T

Neohendersonia tongrenensis HKAS 136895 T
90/0.95] Medicopsis romeroi CBS 128765
00/1.001* Medicopsis romeroi CBS 132878
Medicopsis romeroi CBS 252.60 T

100/1.00[~ Neomedicopsis prunicola CBS 145031 T
Neomedicopsis kunmingensis HKAS 144931 T

Medicopsis chiangmaiensis MFLUCC 17-2457

Halojulella avicenniae BCC 20173=PUPCM25 T
0.03 Outgroup

88/--

Neohendersoniaceae

Fig. 161 Phylogram generated from maximum likelihood analysis basembomined ITS, LSU,

SSU, andefl-Usequence data. Eighteen strains were included in the combined sequence analyses,
which comprised 3880 characters with gaps (ITS = 604, LSU = 897, SSU =t&#10J= 964).

Single gene analyses were also performed, apdlidagy and clade stability wemmpared from
combined gene analysdsalojulella avicenniag BCC 20173=PUPCM25) strain was used as the
outgroup taxon. Final ML optimization likelihood 41$1683.011. The matrix included 711 distinct
alignment patterns, W 33.75% undetermined charaster gaps. Bootstrap support values for ML

(first set) equal to or greater than 80%, BYPP equal to or greater than 0.95 are given above or
below the nodes. The strains from the current study are in red bold, and the &ype ate
indicated with'.

Notes i1 Neomedicopsisvas introduced by Crous et al. (2019b) as a monotypic genus in

Neohendersoniaceagith Neome. prunicoldound on the dead twigs &frunus padusn Ukraine.
The genus is characterized by pycnidial conidi@nampulliform conidiophores wiita long
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cylindrical neck and percurrent proliferations, globose to subglobose, guttulate conidia (Crous et al.
2019b). Currently, a single species is available with morphology and molecular data under this
genus (Hyde et al2024b, Index Fungorum 2026)n Ithis study, we expand the taxonomic
framework ofNeomedicopsiby introducing a novel species from China, based on morphological

and multigene phylogenetic analyses.

f h

Fig. 171 Neomedicopsis kunmingengidKAS 144931 holotype). a Conidiomata on tHeost
substrate. b, ¢ Vertical sections through conidiomata. d Conidiomta wall. e, f Conmlisgeells
with conidia. §i Conidia. Scalbe= b5 se:m2a0 gk n2-0 Gl Oc a,m.

Neomedicopsis kunmingensiiL. Tun & K.D. Hyde, sp. nov. Fig. 17
Index Fungorum number: IF904306; Facesoffungi number: FoF 19518
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Saprobicon fallen deadwigs. Sexual morphNot observed Asexual morphConidiomata

110 130em high, 100/ 120em diam (00=109x 122em, n = 5 )subglghbgseoglobdse,a | ,
embedded in host tissue, slightly erumpent with ostiole, scattered or aggregated in gradps of 1
Ostiolecentral.Conidiomatal walllli25em ()0=17em, n = 5), thi ck, compc

dark brown outermost and pale brown to hyaline inner layers, comprising celidwsf angularis
Conidiophoreseduced to conidiogenous celSonidiogewus cellsl0i 13 x 56 em (0=11x 5.7

em, n = 20), cy !l i palied Coaidia 20i 21 y< &l 18 ane (o=28 mboam, h

n = 20), gl obose, sol it ar ywalled, thecaming paleybrovimyta | i n
brown at maturity with aarge guttule or a few small guttules and thiekiled, round at the apex,
truncate at the base, aseptate.

Material examined China, Yunnan Province, Kunmir@ity, Kunming Institute of Botany,
Chinese Academy of Sciences campu® 5 A 0 8L Nj24Ar N Nyl €adijti#ips, of ao unidentified
host, 4 September 2024, ZL Tun, THKAS 144931 ,holotype),ibid., additional sample T10Z
(HKAS 144930).

GenBank Accession NumberdTS: PX306942, LSU: PX306948:f1-Ut PZ111815.

Notesi In the phylogeny, the strain of omew collection HKAS 144931)forms a sister
lineage withNeomedicopsis prunicoléCBS 145031, type collection), with 100% ML and 1.00
BYPP bootstrap support (Fig. 16). The nucleotide differencééeome. prunicoldCBS 145031)
strain compared againstetlstrain of our species dfeomedicopsiare as follows: ITS 16/517 bp
difference (3.09%) and LSU 6/825 bp difference (0.7%). Based on morphology, our collection fits
with the key generic characteristics bieomedicopsigCrous et al. 2019b). However, i i
distinguished fromNeome. prunicolan having smaller conidiomata (10020 vs. 2003 0 0 & m
diam.), shorter (1idl3 x 56 vs. 1030 x 36 pm), and cylindrical (vs. ampulliform with long
cylindrical neck) conidiogenous cells, as well as globose, initialbfitey, granular conidia with
rounded apex (vs. initially pale brown anith obtuse apex) (Crous et al. 2019b). Our collection
was found on dead wood from China, whNeome. prunicolavas reported on twigs d?runus
padusfrom Ukraine. Based on morphologynd multigene phylogeny, we introduce our collection
as a new specielleomedicopsis kunmingendy upgrading the genus from its monotypic status.

PericoniaceaeNann. 1934
PericoniaTodel791

Index Fungorum number: IF9263; Facesoffungi number: &8

Notes i Periconia was introduced by Tode (1791) as a polyphyletic genus with
Pe. lichenoidesas the type species. This genus is currently listed ufdgrconiaceage
Pleosporales Dothediomyceteg§Wijayawardene et al. 2022, Hyde et al. 2024b, Madagana
et al. 2024). Most of th@ericoniaspecies were reported only as asexual morphs, and generally,
they are characterized by having pale to dark brown, macronematous, mononematous, and
branched or unbranched conidiophores, terminal or intercalaryblasic conidiogenous cells.
Their conidia are catenated, dry, spherical to ellipsoidal or oblong, aseptate, smooth, or
verruculose, and generally forming a spherical head (Hongsanan et al. 2020a, Phukhamsakda et al.
2020, Su et al. 2023, Madagammana eR@P4). Species of this genus are widely distributed and
reported from a wide variety of plant substrates, soihdms andanimak with different life modes
such as pathogens, saprobes, and endophytes (Liao et al. 2024). Currently, oy@ecidire
listed in Species Fungorum (2026) under this genus. In this study, we present a new host record of
Periconia byssoidesn Chukrasia velutina

Periconia byssoideRers. 1801 Fig. 19

Index Fungorum number: IF144538; Facesoffungi number: FoF 09319

Saprobicon a dead aerial branch @hukrasia velutina Sexual morph: Not observed.
Asexual morphHyphomycetousColonieson the natural substrate superficial, effuse, hairy, dark
brown. Conidiophores250' 570 x 1324 em wide (o= 444 x 16.5 um, n = 10), macronemas,
mononematous, solitary, arising from an inconspicuous stromatic base, straight or slightly flexuous,
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unbranched, solitarglark brown to black at base, pale brown towards ageks@ptae (majority
3-septate), smooth or slightly roug¥alled. Conidiogenous cell$.59 x 7 11em (0= 8 x 9em, n
= 10), polyblastic, subglobose to ellipsoidal, pale brown to bremwmoth or verruculosecated at
nodose apices of conidiophor€onidialli 16 x 1116em (0= 13.6 x 13.&m, n = 15), globose
to subglobos, brown, echinulate or verruculose, solitary or catenate.

Culture characteristics Colonies on PDA reaching 30 mm diam. after 7 days at 25°C,
circular, slightly woolly, flattened mycelia, iccular, cottony, hairy at the margin, white; pale
yellow at themargin and mud yellow at the middle in reverse.

Material examined Thailand, Chiang Rai Province, Doi Tung National Forest, on dead
branches ofChukrasia velutingMeliaceae, Sapindales), Idne 2024, Ashani D. Madagammana
ADO0597 (MFLU 250230), living wlture MFLUCC 250244.

Known distribution (based on molecular dataprazil (Boniek et al. 2017, Herrmann et al.
2019); China (Fang et al. 2019, Fang et al. 2020, Jayasiri et al. 2019t aud@14, 2015, Ma
et al. 2017, Muafa et al. 2024, Ren et al. 2024, Su et al. 2023, Tennakoon et al. 2021, Xu et al.
2018, 2022, Yang et al. 2022, Zheng et al. 2017); Ecuador (Diaz et al. 2019); India (Jayawardena
et al. 2022, Sunayana et al. 2014jaéd (Sun et al. 2020); Italy (Bovio et al. 2017); Japan (Tanaka
et al. 2015); Lithuania (Markovskaja et al. 2014); Malaysia (Hamzah et al. 2018); Poland
(Kowalski et al. 2016, Pusz et al. 2020); Sokitrea (Choi et al. 2024); Thailand (De Silva et al.
2022, Hyde et al. 20244, Jayasiri et al. 2019, Kadaifé&il&emirel2018 This study).

Known hosts (based on molecular data)Abies alba (Pusz et al. 2020)Ageratina
adenophorgFang et al. 2019, 2020)jluropoda melanoleucéGiant Pandas) (Ma et al. ZDJ Air
(Choi et al. 2024, Muafa et al. 2028mpelopsis brevigkinculata Benthamidia japonicaPrunus
verecunda(Tanaka et al. 2015Angelica sylvestrisConium maculatumHeracleum sosnowskyi
(Markovskaja et al. 2014¥;ananga odoratgdDe Silva et al2022),Celtis formosanaMacaranga
tanarius (Tennakoon et al. 2021), Coral (Xu et al. 201Bjretia acuminataRen et al. 2024),
Fraxinus excelsiofKowalski et al. 2016)Imperatacylindrica (Su et al. 2023)Juglans regia(Xu
et al. 2022),Magnolia grandiflora, Peltophorumsp. (Jayasiri et al. 2019)entha piperita
(Herrmann et al. 2019Mimosa diplotricha(Hyde et al. 2024a), Opolluted seawater (Bovio
et al. 2017)Panax notoginsen(Zheng et al. 2017Rhysalis peruviandDiaz et al. 2019)Prunus
armeniaca(Yang et al. 2022)Rhizophora mucronatéHamzah et al. 2018), Sculptures (Boniek
et al. 2017),Tephrosia purpuredlLuo et al. 2015)Vigna unguiculataJayawardena et al. 2022),
Vitex negunddqSunayana et al. 2014), Water supplies (Kadaif@ Demirel 2018), Chukrasia
velutina(This study).

GenBank Acession Numbers ITS: PX216557, LSU: PX216558, SSU: PX2165&d]-U
PX232295.

Notesi Different strains oPe. byssoideappeared among the most similar sequences in the
BLAST results for all our ITS, LSU, SSU, atefl-U sequences. Al so, base:
analysis (Fig. 18), our fungal strain (MFLUCC-@344) was grouped together with the type
(MFLUCC 200172) and other authentic strains (MFLUCC-22B2, NCYUCC 190314, and
MFLUCC 230294) ofPe. byssoidesMorphologically, our collection is consistent with previously
described isolates oPericonia byssoidesincluding the isolations of Su et al. (2023) and
Madagammana et al. (2024). All key characters, including macronematous conidiophores,
polyblastic conidiogenous cells, and globose, echinulate conidia, fall within the known range of
variation for the spees. No significant morphological differences were observed. We identified
our new fungal strain (MFLUCC 28244) asPe. byssoideBased on the abovaentioned morpho
molecular evidence. Previousli?e. byssoidesvas reported only irMimosa diplotricha(Hyde
et al. 2024a)Cananga odoratgDe Silva et al. 2022Reltophorumsp. (Jayasiri et al. 2019), and
Tephrosia cineregMadagammana et al. 2024) in Thailand. Furthermore, there are no previous
reports ofPe. byssoidefom Chukrasia velutinaln this stug, we provide a novel host record of
Pe. byssoides Chukrasia velutina.
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Fig. 181 Phylogram generated from maximum likelihood analysis based on combined ITS, LSU,
SSU, andtefl-U sequence dat a. One hundred andadedfi ve
sequence analyses, which comprised 3221 characters with gaps (ITS = 539, LSU = 741, SSU =
1339,tefl-U = ®I&s&a)ina cistiCBS 266.62)and Massarina eburneéCBS 473.64)strains

were used as the outgroup taxa. Final ML optimization likelihoodl&57.679. The matrix
included 857 distinct alignment patterns, with 28.19% undetermined characters or gaps. Bootstrap
support values for ML (first set) equal to or greater than 70% and BYPP equal to or greater than
0.90 are shown above or below the noddwe strains from the current study are in red, and the

type strains are indicated with
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Fig. 191 Periconia byssoide@MFLU 25-0230, a new host recordg.Dead branch o€Chukrasia
velutina. b Colonies on the natural substrai. d Conidiophores withheads of conidia.
e Conidiogenous cells and conidiai Conidia. j Colony on PDA from above and belo8cale
bars:b=250,cd = 100 emji e= =200 n.m, f

Pleosporaceaélitschke. 1869
Curvularia Boedijn. 1933
Index Fungorum number: IF1983; Faodungi number: FoF 00510
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- Curvularia

Fig. 2017 Phylogram generated from maximum likelihood analysis based on combineghaid®)

tefl-U s e q u e Ore &undrka dné eightjour strains were included in the combined sequence
analyses, which comprised 2306 cluiess with gaps (ITS = 75@apdh= 626, tefl-U = 930).

Single gene analyses weaitso performed, and topology and clade stability were compared from
combined gene analysdiipolaris maydigCBS 136.29) an&xserohilum turcicunfCBS 690.71)

strains were sed as the outgroup taxa. Final ML optimization likelihood28266.867. The matrix
included 1178 distinct alignment patterns, with 25.70% undetermined characters or gaps. Bootstrap
support values for ML (first set) equal to or greater than 75%, BYP& &mwor greater than 0.90

are given above or below the nodes. The strains from the current study are in red bold, and the type
strains are indicated with
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Curvularia

N N " Exserohilum turcicum CBS 690.71
Bipolaris maydis CBS 136.29 PT
0.02 Outgroup

Fig. 207 Continued.

Notesi Curvularia was introduced by Boedijn (1933) amgpified by Cur. lunata This
genus was characterized by sympodial conidiophores, terminal, intercalary, and tretic
conidiogenesis. Conidiogenous cells are elongate, transversely septate, with a dark basal scar.
Conidia are occasionally curved with asymmetricallyswollen intermediate cell, but species with
straight conidia have also been described (Sivanesan 1987, Madrid et alAR@bdlpour et al.
2025). Curvularia species have been associated withchliobolus and Pseudocochliobolus
(Sivanesan 1987, Manamgoda et24115). Species und@&ipolaris and Curvularia share similar
morphological characters (Sivanesan 1987, Manamgoda et al. 2012, 2015). Short, straight, or
slightly curved conidia ofBipolaris species exhibit intermediate characters wihrvularia
(Manamgodeet al. 2012). Based on multigene phylogeny, Manamgoda et al. (2012) transferred
multiple Bipolaris species tc&Curvularia, introducing a novel combination. Howev€urvularia is
recognized as a morphologically and phylogenetically distinct genus vthosporaceaewith
ITS, LSU, act, gapdh tefl-U ,histone and calmodulin as genetic markers (Pem et al. 2019).
Curvularia species are reported to have a cosmopolitan distribution in both aquatic and terrestrial
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habitats (Ahmadpour et al. 2025). Also, theseciseare considered important plant pathogens,
epiphytes, saprophytes, or endophytes, while some have been reported as animal and human
pathogens (Manamgoda et al. 2012, 201&sikasin et al. 2019, lturrief@onzalez et al. 2020,
Ahmadpour et al. 2035Approximately 250 species epithets are listed u@iewularia in Index
Fungorum (2026). In this study, we report a new host recofduofularia crepiniion Bambusa

vulgaris

Curvularia crepinii (Westend.) Boedijn 1933 Fig. 21
= Helminthosporium crepinfiWestend1861.Bull. Acad. R. Sci. Belg., Cl. Sci., sér.14(6):
656. 1861

Index Fungorum number: IF120256; Facesoffungi number: FoF 18219

Saprobic on Bambusa vulgaris Sexual morph: Not observed. Asexual morph:
HyphomycetousColoniesamphigenous, numeus and dark browrConidiophoresl90' 320 x 11
4 . B ()= 285 x 3.5%em, n = 10) on host surfac€ploniesin culture mediaZGi 180 x 14.5em
(0= 92 x3.5em, n = 10), macronematous, mononematous, brown at base becoming pale brown to
subhyaline towards apex, septate, thigklled, verruculose léxuous to straight, simple or
occasionally branchedonidiogenous cell8i5 x 28 em (0= 4.5 x 5.5em, n = 10), integrated,
terminal or intercalary, monoblastic or polyblastic, polytretic, smooth, cylindrical to subcylindrical,
thick walled, and palerbwn to subhyaline with sympodial proliferatiorConidia 15/ 35 x § 12
em (o= 22 x 9.5em, n = 20;Q = 2.3), cylindrical to ellipsoidal or clavate, rounded at the ends,
straight to curved, verruculose, thiekalled, 2 4-septate, wide at the center, slightapering
toward the terminal cells, with hyaline to subhyaline terminal cell with conspicuous hilum, pale
brown to brown.

Culture characteristics Germ tubes produce frothe ends of germinating conidium within
24 hrs on malt extract agar (MEA). Coies reach 40 mm in 2 weeks at 25°C+5°C. From above
cultures are effuse to umbonate with erose margin with superficial mycelia and yellowish to off
white from center to margin producing cottony, ash color patches. From reverse greenish black to
yellowish bown from center to light yellow circular margin with hyaline tips. Cultures sporulate
within 6 weeks at 25°C+5°C.

Material examined Thailand, Chang Wat Prachuap Khiri Khan Province, Pran Buri District,
Pran Buri wetlandBambusa vulgari¢Poaceae, Poalg22 May 2025, Tharindu Bhagya, T111B
(MFLU 26-0128),living culture (MFLUCC 260161).

Known distribution (based on molecular data)USA (Ellett 1989, United Kingdom
(Watling 2010), Chinaghao et al. 201%hou et al. 2015Yin et al. 2018), Thailan(This study).

Known hosts (based on molecular dataPphioglossum vulgatur(Ellett 1989 Watling
2010),Hedyotis diffusgZhou et al. 2015)Pantala flavescengShao et al. 2015¢in et al. 2018),
Bambusa vulgari¢This study).

GenBank Accession NumbéardTS: PX307493gapdh PX289486.

Notesi Based on the phylogenetic analysis, our new strain (MFLUGQ184) is grouped
with Curvularia crepinii (21FRS), with 98% ML and 0.98 BYPP bootstrap support (Fig. 20).
MFLUCC 26-:0161 exhibited 100% similarity in 1% (without gaps) withCur. crepinii strain
(21FRS). As 21FRS is available with only ITS sequence data, we were unable to cgamoittzp
differences. Also, our new strain conforms with generic concef@sifularia by having branched
or unbranched, septg straight to flexuous conidiophores, polytretic, integrated, intercalary,
sympodial conidiogenous cells, and ellipsoidal to clavate, rounded ends with slight tapering toward
the basgManamgoda et al. 2012, Zhou et al. 2015, Dhar et al. 2023). Furtleerincesembles
Cur. crepinii by integrated, intercalary, terminal, monoblastic or polyblastic, conidiogenous cells
that exhibit sympodial proliferation, predominatelys@tate and fusiform conidia with a wide
central cell (Gusméo et al. 2005). Thus, dzth®n morphology and phylogenetic evidence with
currently available sequence data, we identified that our new collectiGariscrepinii and it
reports a new host record @ambusa vulgarisn freshwatercoastal wetlands, Thailand. More
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taxon sampling wh DNA-based molecular phylogenetic analyses is required for better
classification of some dataoor Curvularia species.

Fig. 217 Curvularia crepinii(MFLU 26-0128, a new host record). a Host substrate. Colony
appearance on host substrateh @onidiophores and conidiogenous cells in culturp.Conidia.q,
r Colonies on MEA (eupper, flower). Scale bard,c= 2 00ife m, 5dp &=m,20g & m.
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TorulaceaeCorda 1829
Torula Pers. 1795

Index Fungorum number: IF10248; Facesoffungi nunmbeF.01740

Notesi Persoon (1795) establish&drula, ard it was typified byT. herbaruman asexual and
dematiaceounyphomycetous genus iforulaceae Torula species arentroduced only bythe
asexualmorph (He et al. 2025)which is charactered by terminal or lateral, monoblastic or
polyblastic conidiogenss cells, a basally thickened and heavily melanized wall with anthiled
apex and frequently collapsing and becoming coronate at the @raxe & Miller 2016) Most
members of this genusere reported asaprobes in botlireshwater and terrestrial hgdds in
temperate to tropical regionB4di et al. 2017 Su et al. 2018Hyde et al. 202Q4Li et al. 2020a
Boonmee et al. 202Tian et al. 2023, He et al. 20R%\ few species, such aorula elisii, have
been reported for the first time as endophyesapical regiongCosta et al. 2012)t is interesting
to note that someTorula species can produce secondary metabolimech as é@rbarin,
dehydroherbarin and omethylherbariNarasimhachari & Gopalkrishnan 197€hunyu et al.
2018).More than 500Trorula species epithets are listed in Index Fungo(@0£6), but many have
been redefinedCrane & Miller 2016 Crouset al 2020. Fifty-eight species are accepted (Species
Fungorum 2026, Zhang et al. 20255ince three new specied. ficus T. hollandica and
T. masonii were introducedising the molecular phylogenetic methogCrous et al. (2015)he
phylogenetic relationships Giorula have only recently begun to be elucidated. To date, ar8dnd
Torula species have been confirmed with molecular ¢a@enBank2026). In this study, we report
a new record offorula suaefrom China, based on morphological and mgkne phylogenetic
analysis.

Torula suaeW.P. Wang, H.W. Shen & E. Luo 2023 Fig. 23

Index Fungorum numbelf=848410 Facesoffungi number: FoF 18858

Saprobicon deadChromolaena odoratatems Sexual morph: Not observed. Asexual morph:
Colonies effuse onthe natural substratescattered, greyistbrown to dark brownMycelium
immersed to superficial, composed of hyaline, becoming brown closies fiertile region, septate,
branched hyphaé&onidiophoredNot observedConidiogenous cell6i 7 x 516 em (o= 7 x5 ¢em,

n =5), mone to polyblastic, integrated, terminal or intercalary, doliiform to subglobose, brown to
dark brown.Conidia (131)301 48(156) x 8i11lem (0= 38 x 9 em, n =11), in branched chains,
acrogenous, phragmoconidale bown at apex, brown to dark brownj @septate, constricted at

the septa, verrucose, easily separating, guttulate, chiefly subcylindrical, globlose to subglobose of
each cell.

Culture characteristics Conidia germinating on PDA within 12 h, and germ tupexiuced
at the side. Mycelium superficial, branched, septate, hyaline, smooth. After two weeks of
incubation aR3i 28 , thecolony appears distinctly rounded, the central hyphagraseand short,
and theedgesarelonger, white andvelvety.

Material examined Ching YunnanProvince XishuangbannaMenghaiCity, on a dead twig
of Chromolaena odorata(Asteraceae, Astaltes), 25 November 2020, Tianye Dy BNDO037
(MHZU 23-0049), living culture ZHKUCC 2®100.

Known distribution (based on molecular datayhina(Wang et al. 2023This study.

Known hostsi on submerged decaying wod@ang et al. 2023), on the stem of
Chromolaena odoratgThis study).

GenBank Accession NumbefsMHZU 23-0051 ITS: OR492630 LSU: OR492635 SSU
OR492645tefl-U OR4978241pb2: OR497826.

Notesi Torula suaewas first reported by Wang et al. (2023) from submerged decaying wood
in terrestrial habitats in Yunnan Province, China. The morphological characteristics of the
conidiogenous cells and conidia in our eotion(ZHKUCC 23-0100 are consistent with those of
the type peciesT. suae(KUNCC 22 12433) Although minor differences in conidial size were
observed, our strain (ZHKUCC ZBLOO) has shorter conidia comparedltwula suae(holotype,
KUNCC 22 12433), neasuring (16)311 115i160) x 69 e m v eij3@48656)(x-83 1 & m
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https://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?mode=Undef&id=1667020&lvl=3&keep=1&srchmode=1&unlock
https://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?mode=Undef&id=430997&lvl=3&keep=1&srchmode=1&unlock
https://www.facesoffungi.org/torula/
http://www.indexfungorum.org/Names/Names.asp?strGenus=Torula
http://www.indexfungorum.org/Names/NamesRecord.asp?RecordID=512048
https://www.ncbi.nlm.nih.gov/nuccore/OP689652
https://www.ncbi.nlm.nih.gov/nuccore/OP689693
https://www.ncbi.nlm.nih.gov/nuccore/OP689693

(Wang et al. 2023)This may be due to the conidia being easily broken or not yet fully mature.
Phylogenetic analyses revealed that our st@AKUCC 23-0100 clustered withT. suae
(KUNCC 22112433) with stong support (100% ML/1.00 BYPP) (Fig. 22). Based on these
findings, we identify our isolate a$. suae collected fromChromolaena odoratdan China,

representing a new host record for this species.
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Fig. 227 Phylogram generated from the maximum likelbd analysis based on the combined ITS,
LSU, SSU,tefl-Uandrpb2 sequence data 66 taxa The tree topology of the maximum likelihood
analysis is similar to the Bayesian analy$ise best RAXML tree with a final likelihood value -of
4983.29 is presented. The evolutionary model GTR+I1+G is applied torasg&he matrix had
285 distinct alignment patterns, wisf.4%6 of undetermined characters or gaps. Bootstrap support
values for ML greater than0% and Bayesian posterior probabilities greater than 0.90 are given
near nodes, respectivelyhe tree is roted in Paradictyoarthrinium hyde{(MFLUCC17-2512),
Paradictyoarthrinium diffractum(WD10), Ohleria modestgCBS 141480) andhleria modesta
(Wu 36870) Ex-type strains are bold and indicated withThe newly generated sequences are

indicated in red.
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Fig. 2371 Torulasuae(ZHKUCC 23-010Q a new host recojda ¢ Colonies on natural substrate. d
f Conidiogenous cells gimg rise to conidiahi k conidia | A germinating conidiumm Upper and
reverseviews of colonieson PDA after 14 days. Scale barskde 1 0 & m

Dothideomycetesrderincertae sedis
Botryosphaeriale.L. Schoch, Crous & Shoemaker 2007
Aplosporellaceaélippers, Boissin & Crous 2013
AplosporellaSpeg. 1880

Index Fungorum number: IF7191; Facesoffungi number: FoF 01427

Notes 17 Aplosporela was established by Spegazzini (1880). The type species,
Apl. chlorostromawas described from dead branchefobinia pseudoacacien Argentina. The
asexual morph of the genus is characterized by multiloculate pycnidia, fusiform paraphyses,
hyaline, plalidic conidiogenous cells, brown, aseptate, ellipsoid to subcylindrical, initially hyaline,
thin-walled, smooth conidia that become pigmented and spinulose at maturity. In addition, they
have hyaline aseptate spermatia (Sutton 1980, Du et al. 2017,ddangst al. 2020b). The sexual
morph is characterized by solitary, scattered, sessile ascostromata erumpent from the substrate,
bitunicate, 8spored, cylindrieclavate asci, and hyaline, ellipsoid to ovate ascospores (Ekanayaka
et al. 2016).Aplosporellaspecies can be found as endophytes, plant pathogens, and saprobes
(Ekanayaka et al. 2016, Lin et al. 2023, Dissanayake et al. 2021a, Hyde et al. 2024a). They have
been recorded from thin dead twigs or thicker branches and rarely on leaves (Pande & Rao 1995,
Ekanayaka et al. 2016). Though 340 epitheté\pilbsporellaare registered in Index Fungorum
(2026), only 12 species are accepted within this genus (www.botryosphaeriales.org). This study
provides two new host records 8pl. hesperidicaand Apl. javeediiby providing an updated
phylogeny for taxa in the genus (Fig. 24).
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Fig. 24 Phylogram generated from maximum likelihood analysis based on combined LSU, ITS,
andtefl-U sequence dat a. Thirty strains werien i ncl
comprised 1579 characters with gaps (LSU = 583, ITS=tet8) = 378) . Singl e
were also performed, and topology and clade stability were compared ctsorhined gene
analyses.Saccharata protea¢CBS 115206) strain was used as the outgroup taxon. Final ML
optimization likelihood is-4154.439. The matrix included 292 distinct alignment patterns, with
26.55% undetermined characters or gaps. Bootstrap suwmdaes for ML (first set) equal to or

greater than 70%, BYPP equal to or greater than 0.95 are given above or below the nodes. The
strains from the current study are in red bold, and the type strains are indicatéd with

182



