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Abstract

Fungi are ubiquitous and essential to ecasydiunctioning and biotechnology and have been
estimated to have a global value of US$ 54.57 trillion annually. This is the eleventh in a series of
Mycosphere notewhere we provide entries on new species and higher taxa, new host records,
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geographical (aentry) records, and habitat records of fungi. Species boundaries were defined using
polyphasic approaches based on morphology and molecular phylogeny. In the set of notes, we
introduce ten new specigSonlariummultiseptatumCo. yunnanenseCudonia gradistipitata, Cu.
yunnanensisCyathicula dioscoregeCy. rusci, Helminthosporium guizhouensdeopestalotiopsis
neomaricaePlectania sulilleri, andPlenodomus shangrilaensia addition, we reveal ecological
relationships of Ascomycota including 22 new bst records Apiospora guizhouensis

A. phyllostachydisColletotrichumdematium DistoseptisporasuoluoensisDothiorella plurivora,
Gloniopsis calamiJunewangialamma Kirschsteiniotheliaatra, Lasiodiplodia hormozganensjs
Letendraea helminthicola Melomastia winteri, Nectria asiatica Neoostropa castaneag
Nigrograna magnolig Nigrospora macarangage N. oryzae N. sphaerica Parasporendocladia
bactrospora Plenodomusartemisiae Pseudoacrodictydeightonii Pseudofusicoccum adansonjae

and Torula mackezie)); five new geographical record€desiodiscuspopulicolg Codinaea
aseptate C. fertilis, Mycotribulus indonesigeTricladium terrestre and Vaginatispora nypae

seven recognitions of both new host and geographical recédtscryptovalsarabenhorsii,
Barriopsis stevensiana Distoseptispora thysanolaenadlassarioramusculicola chiangraiensis
Peroneutypalongiasca Phomatosporauniseriate and Thyridaria aureobrunneg five newly
identified habitat recordsCpnlarium sichuanensedistoseptisporacrassispora D. nonrostrata
Pestalotiopsis trachicarpicolg Talaromyces variabilis); one new host and habitat record
(Distoseptisporalehongensjs and one new host, geographical and habitat recorgplisphaeria
uniseptaty. An unusual asexud@asidiomyca, Mycotribulus indonesia¢Physalacriaceag was
revealed as a new geographical record. Furthermore, we provide new molecular data for all 52
collected species belonging to two phyla, six classes, 20 o8fefamilies and 39 genera. A list of

all generadiscussed in Mycosphere noteis520 is provided. The fungal species were found as
endophytes, pathogens, and saprobes on plant material and litter substrates from terrestrial,
freshwater, and cave habitats in China, Italy, Iran, and Thailand. This skidgde our
understanding of fungal taxonomy, biodiversity, ecology, and distribution, and encourages future
research in unexplored geographies, habitats and among fungal hosts that have yet to be studied.

Keywords i 10 new specieb 42 new record$ Asconycotai Basidiomycotd Allocryptovalsai
Amphisphaeriai Apiospora i Barriopsis 1 Caesiodiscusi Codinaeai Colletotrichum i
Conlarium i Cudoniai Cyathiculai Distoseptisporai Dothiorella T geographical records
habitat recordsi host recordsi Gloniopsis i Helminthosporium i Junewangia i
Kirschsteiniotheliai Lasiodiplodia i Letendraeai Massarioramusculicolai Melomastia i
Mycotribulus 7 Nectria T Neoostropai Neopestalotiopsisi Nigrograna i Nigrospora 1
Parasporendocladid Peroneutypa Pestalotiogisi Phomatospora Phylogenyi Plectanial
Plenodomusi Pseudoacrodictysi Pseudofusicoccuni Sordariomycetesi Talaromycesi
Taxonomyi Thyridariai Torulai Tricladiumi Vaginatispora
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(entry by Xu RJ)

Ascomycotagenusincertae sedis
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Phylum Basidiomycota
ClassAgaricomycete®oweld
AgaricalesUnderw.
Physalacriacea€orner
520. Mycotribulus indonesiaeCrous (etry by Zhang JY)

INTRODUCTION
Until the 2F! Century, the study of fungi was a relatively neglected field of research (Hyde et

al. 2024). To illustrate this, we can view the novel species described over the five decades during

1980, 1990, 2000, 2010 an®2D. There were 1,365 novel species introduced in 1990, 1,391 in

2000, 1,542 in 2010 and 3520 in 2020 (filtered data in Index Fungorum); the numbers of new taxa
introduced rising each decade (Hyde et al. 2020a, Bhunjun et al. 2022, Phukhamsakda et al. 2022
While studying fungal biodiversity, researchers have discovered numerous taxa, many of which
were previously known. Considerable effort was undertaken to name these taxa; however, it is
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difficult to find an outlet for their publication. This researchulbgo to waste if outlets such as
Mycosphere notes (Hyde et al. 2021, 2023, Manawasinghe et al.l2@22l. 20233 and AJOM
notes (Chethana et al. 2021b, 2023) would not publish this type of research. Such records are
important as they 1) expand thielgal geographical range of a species, 2) expand the host range of
the species and establish if the taxon is a generalist espesific, 3) provide additional molecular
data on new strains of a species, often with new genes, and 4) provide voucheurherba
specimens, descriptions and photographic plates of collections of a species. This will help in
documenting the phylogenetic and morphological variation in a species. Furthermore, the data may
reveal a wide genotype for a species or even reveal thabtlections are new species.

The present paper lists 52 entries of taxaAgtomycotg51) andBasidiomycotal). Ten
species are new to science while the other 42 are new host, geographical, or new habitat records.
Descriptions, photographic platesustrating each species, culture characteristics where available
and collection details are provided for each taxon. An update of the host and geographical
distributions based on molecular data are also provided. A list of all genera published in
Mycospherenotes 1520 is also provided at the end of this paper.

MATERIALS AND METHODS

Fungal specimens were collected at random from woody, leaf, and litter substrates from
terrestrial, freshwater habitats, and the cave environments in China, Thailand, Itaigraddring
20162023. Morphological observation, macro and micro photography, and isolation were
conducted following the methods described by Dissanayake et al. (2020a). Fungal samples and
isolates including the etype, living, and dried cultures werepbsited at the following fungaria
and culture collections, respectively. Herbaria at DLU: Da Lat University, Vietham; FUM:
Ferdowsi University of Mashhad, Iran; GZAAS: Guizhou Academy of Agriculture Sciences,
China; HKAS: Cryptogams Kunming Institute of Bay Academia Sinica, China; HMAS: Chinese
Academy of Sciences, China; ZHKU: Zhongkai University of Agriculture and Engineering, Chian;
MFLU: Mae Fah Luang University, Thailand; MHZU: Mycological Herbarium of Zhongkai
University of Agriculture and Engindeg, China; and the culture collections of CGMCC: China
General Microbial Culture Collection Center, China; DLUCC: Dali University Culture Collection,
China; GZCC: Guizhou Culture Collection, China; KUNCC: Kunming Institute of Botany Culture
Collection, Clina; MFLUCC: Mae Fah Luang University Culture Collection, Thailand; ZHKUCC:
Zhongkai University of Agriculture and Engineering Culture Collection, Thailand. Fungal pure
cultures and fruiting bodies (taxa unable to obtain cultures) were used for DNA iertr&cingal
DNA extraction, PCR, gel electrophoresis, and sequencing were performed according to the
methods discussed in Dissanayake et al. (2020a). The sequences generated in this study were
deposited in GenBank. Phylogenetic analyses of maximum likelilL) and Bayesian inference
(BI) were performed on the CIPRES Science Gateway portal (Milat.2012) while, maximum
parsimony (MP) was implemented in PAUP v.4.0b10 (Swofford & Sullivan 2003) to understand
the species boundaries. Pairwise homoplaggx (PHI) tests were carried out to determine the
recombination level of species with close phylogenetic affinities, when necessary, by using Split
Tree software outlined by Quaedvlieg et al. (2014). The guidelines and major criteria for defining
speciesboundaries were followed in the identification of new fungal species as outlined by
Chethana et al. (2021a) and Pem et al. (2021). Newly introduced fungal species were submitted to
the Index Fungorum (2024) and Faces of Fungi database (Jayasiri ebal. 201

RESULTS

Taxonomy
The classification follows Wijayawardene et al. (2022) and is updated where needed.

Ascomycota
Dothideomycete®.E. Erikss. & Winka 1997
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Botryosphaeriale<C.L. Schoch, Crous & Shoemaker, in Schoch, Shoemaker, Seifert, Hambleton,
Spdafora & Crous, Mycologia 98(6), 1050 (2007)
Botryosphaeriacead@heiss. & Syd. [asBotryosphaeriacd@k Annls mycol. 16(1/2), 16 (1918)
Barriopsis A.J.L. Phillips, A. Alves & Crous, in Phillips, Alves, Pennycook, Johnston, Ramaley,
Akulov & Crous, Persoada 21, 39 (2008)

Index Fungorum number: IF5117IR2acesoffungi number: FOF01679

Barriopsis was introduced by Phillips et al. (2008) with fuscaas the type species.
Barriopsisis morphologically related t®hysalospora fusgavhile Phillips et al. (2008showed
morphological and phylogenetical differeséeom other genera iBotryosphaeriacea€l he genus
has brown, aseptate ascospores without apiculi (Phillips et al. 2008). Currently, five species belong
to this genus (Hyde et al. 2020b, Wijayawardehale2022, Index Fungorum 2024). Here, we
provide the updated phylogeny arriopsistaxa (Fig. 1).

Barriopsis stevensiana ZHKUCC 23-0035

100/1.00

Figure 17 Phylogram generated from the maximum likelihood analysis based on the combined
ITS, LSU andtefl-U sequence data darriopsis Seventeestrains are included in the combined
analyses. fie ree topology of the maximum likelihood analysis is similar to the Bayesian analysis.
The best RAXML tree with a final likelihood value ©f3943.229389 is presented. Evolutionary
model GTR+I+G is appliefor all the genes. The matrix had 236 distinct alignment patterns, with
27.56% of undetermined characters or gdpstimated base frequencies were as follows: A =
0.233848, C = 0.253765, G = 0.287896, T = 0.224490; substitution rates AC = 1.018067, AG =
2.811741, AT = 0.803419, CG = 1.530151, CT = 4.842324, GT = 1.000000; gamma distribution
shape par amet 8adotstidp sappott valugssds MI6 greater than 60% and Bayesian
posterior probabilities greater than 0.90 are given near nodes, respediveliree was rooted

with Diplodia mutila(CBS 230.30) and. mutila (CBS 112553). Estype strains are in bold. The
newly generated sequence is indicated in yellow.

Barriopsis stevensiand.J.L. Phillips & Pennycook, Fungal Diversity 86, 56 (2017) Fig. 2
Index Fungorum number: IF819573; Facesoffungi number: FoFO7061
Saprobicon a dead twig oAquilaria sinensisSexual morphAscomatal9003 40 e m hi gh
280/ 405em diam. k.= 273.5 x 34&m, n = 10), solitary, scattered, immersed, erumpent, globose
to subglobose, papillat@stiole central, with periphyse®eridium30i6 5 & m 6it2-layered,
brown to dark brown cells déxtura anguris. Hamatheciuncomprises 286 e m wi d e, hy
septate pseudoparaphyses, constricted at s&ptal10' 140 { 162) x 321 50 (i 55)em (x.= 129 x
42 &m, nspored, bitunicate, 8ssitunicateylindric-clavate to clavate, apically rounded
with anocular chamber, base with a short or long pedi&stospore80i 38 x 12/ 18em (x.= 33 x
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14.5 &egm, n = B3¥s¢riate ai cewrtar And end, iasegiate, edlipsoidal, initially hyaline,
becoming pale brown to brown at maturity, smewtdled, guttlate. Asexual morph:
undetermined.

2 zg

Figure 2 i Sexual morph ofBarriopsis stevensiangMHZU 23-0016, a new host and a
geographical record). a, b Appearance of ascostromata on host surface. ¢ Horizontal section of an
ascoma. d, e Vertical sections otasata. f Section through the ostiole. g Pseudoparaphyses.

h Peridium.im Asci. ri g Ascospores. r A germinating ascospore s Upper view of culture on PDA.

t Reverse view of culture om =P DIAQ0CO Secm,lijeghtb=a r 1sQ

em,r n= 20 &m.
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Material examined China, Guangdong Province, Maoming City, Dianbai, on a dead twig of
Aquilaria sinensis(Thymeleacege 3 June 2022, TiamyDu, MMAO7 (MHZU 230016), living
culture (ZHKUCC 230035).

GenBank numbersi ZHKUCC 230035: ITS: OR900225, LSU: OR898406, SSU:
OR900230tefl-U: OR914210.

Known distribution (based on molecular datafuba (Phillips et al. 2008}, hailand Hyde
et al.2020b), China (this studly

Known hosts (based on molecular dat&itrus sp. (Phillips et al. 2008 assiasp. Hyde et
al. 2020, Aquilaria sinensigthis study).

Notesi According to the phylogenetic analyses, our strain (ZHKUC@@35) clustered
with B. stevensianatrain (CBS 174.26) with 89% ML bootstrap suppeatue (Fig. 1). The
morphology of our fungal collection shares similar characteristicBdaiopsis stevensiana
(holotype) that was isolated from dead twigsQifrus sp. (Phillips et al2008). However, our
collection (MHZU 230016) has shorter and wider asci (1140 x 3250 vs. 125 180 x 3036
pum) than those of the holotype (Phillips et al. 2008). Based on morphology andgemdti
phylogeny we conclude our collection Bs stevensianaThe current study presents a new host
record ofBarriopsis stevensianan Aquilaria sinensisand a new geographical record from China.

Dothiorella Sacc., Michelia 2(no. 6): 5 (1880)

Index Fungorum number: IF8098; Facesoffungi number: FoF00148

Dothiorella was established by Saccardo (1880a) vidthpyrenophoraas the type species.
Members of this genus are endophytes, pathogens, and saprobes in a wide range of hosts (Liu et al.
2012a, Phillips et al. 2013, Dissanayake et al. 2016, Hyde et al. 2020b,eXiab 2021,
Rathnayaka et al. 2022, Li et @&023h Lin et al. 2023a).Dothiorella is characterized by
pigmented, iseptate ascospores and conidia thetone brown and iseptate while they are
attached to the conidiogenous cells (Phillips et al. 20@saDayake et al. 2016). So far, 34 species
are valid inDothiorella, most of them reported as the asexual morpBathiorella and the sexual
stage is rarely founded on nature (Dissanayake et al. 2016, Li2&28h Lin et al. 2023a). Here,
we providethe updated phylogeny for tiothiorellataxa (Fig. 3).

Dothiorella plurivora (Abdollahz., Javadi & A.J.L. Phillips) Tao Yang & Crous, in Yang,
Groenewald, Jami, Cheewangkoon, Abdollahzadeh, Lombard & Crous 2016 Fig. 4

Basionym:Spencermartinsialprivora Abdollahz. et al., Persoonia 32: 9 (2014).

Index Fungorum number: IF817676; Facesoffungi number: FOF05785

Saprobicon a branch ofAcer Palmatunf. atropurpureum Sexual morph: Undetermined.
Asexual morphConidiomata320' 365em diam x180' 220em high. (x.= 347x% 195em, n = 10),
solitary, immersed, becoming erumpent at maturity, dark brown to black, appear as cracks on the
substrates, globose to subglobose, pycnidial, uniloculsgolesingle, circular, central, papillate.
Conidiomata walll1i 30 em diam. k.= 23em, n = 30), composed of thimalled outer layer, with
brown cells oftextura angularis inner layers thin, pale brown to hyalin€onidiogenous cells
(41)4.4i6.5(17) x (4.5)518(19) em (x.= 5.5 x 6.5em, n = 20), determinate, subgts®e or
cylindrical, hyaline, lining in the pycnidial cavity, holoblastic, discrete, smaatted. Conidia
(171)18.720.6( 21) x (8)8.59.7(11) em (x.= 19.7 x %9em, n = 35), ellipsoid to ovoid, straight,
initially hyaline and aseptate, becoming browrd diseptate at the maturity, while attached to
conidiogenous cells, slightly constricted at the septum, rounded at both ends.

Culture characteristics Conidia germinating on PDA within 24 h. Germ tubes produced
from one side of the conidia. Colonies onA@aching 3 cm diam after 15 days at 25 °C, irregular
circle, medium dense, flat or effuse, slightly raised, center white, edges grey.

Material examined China, Yunnan Province, Kunming city, Kunming Botanical Garden,
(25°8'19"N, 102°44'25"E, 1930m), oa decaying stem oAcer Palmatumf. atropurpureum
(Aceraceag 23 November 2020, Ying Gao, GY2 (HKAS 129309), living culture, KUNCE 23
16750.
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Dothiorella plurivora HKAS 129309

100/1

Figure 37 Phylogram generated from the maximum likelihood analysis based on the combined
ITS, LSU, tefl-U  atobd sequence data dbothiorella. Sixty-six strains are included in the
combined analyses. The tree was rooted W#ofusicoccum luteufCMW 41365 and CBS
562.92). The tree topology of the maximum likelihood analysis is similar to the Bayesian analysis.
The best RAXML tree with a final likelihood value €§361.213860 is presented. The matrix had
542 distinct alignment patterns, with 36.60% of undetermined characters olEgtipgted base
frequencies were as follows: A = 0.218627, C = 0.282109, G =581 T = 0.233455;
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substitution rates AC = 1.315272, AG = 2.279085, AT = 1.104267, CG = 1.129245, CT =
5.824921, GT = 1.000000; gamma d iBeotstrap support o n
values for ML greater than 65% and Bayesian posterior pildiegbgreater than 0.90 are given

near nodes, respectively. Hype strains are in bold. The newly generated sequences are indicated

in yellow.

GenBank numbers HKAS 129309: ITS: OR460077, LSU: OR460080.

Known distribution (based on molecular datapouthern Iran, Spain (Abdollahzadeh et al.
2014), China (Hyde et al. 2019, this study)

Known hosts (based on molecular dat&oil, twigs ofCasuarinasp., Citrus sp.,Cupressus
sempervirensEucalyptussp.,Juglans regiaMalus domesticaPrunus armeniag andVitis vinifera
(Abdollahzadeh et al. 2014), dead wood (Hyde et al. 2@4®, Palmatuni. atropurpureum(this
study)

Figure 41 Dothiorella plurivora (HKAS 129309, a new host record).caConidiomata on host
substrate. d Vertical section of aomedioma. e Conidioma wall.if Conidia attached to
conidiogenous cells.ilo Conidia. p A germinating conidium. g Colony on POIrdm above.

r Cultures on PDA from revers8cale bars: d = 100 umi,ie= 20 um, j = 40 um,ikp = 10 um.
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Notesi In the phylogeetic analysis, our strain (HKAS 129309) clustered with the strains of
Dothiorella plurivora (IRAN 1557C, extype; IRAN 1537C; KUMCC 18013) with 71% ML
bootstrap support (Fig. 3T.he asexual morph dd. plurivora (IRAN 1557C) which was isolated
from twigs of Citrus sp. in Iran shares similar characteristics with our collectoyn its
conidiogenous cells (5111.9x35 e mi®wx4.594 e m) andi2¢c»89ildi & €8 vs
17721 x811 em) (Abdoll ahzadeh et al . -gégne ph4lggeny Bas e
we conclude our collection i®. plurivora. The current studypresents new host records of
D. plurivoraon Acer palmatuni. atropurpureumnn China.

LasiodiplodiaEllis & Everh, in ClendeninBot. Gaz.21: 92 (1896)

Index Fungorum number: IF8708; Facesoffungi numbeF00151

Lasiodiplodiawas established by Ellis & Everhart (1898ith L. theobromaeas the type
speciesThe members of the genus are commonly found in tropical anttguibal climates (Jami
et al. 2017, Chethana et 2023) and exhibit diverse lifestyles, such as endophytes (Slippers &
Wingfield 2007, Chen et al. 2015, Prasher & Dhanda 2017, de Silva et al. 2019, Bhunjun et al.
2023), pathogens (Li et al. 2015, Fayette et al. 201Gd8lainy et al. 2022Zhou et al.2023) and
saprobes (Abdollahzadeh et al. 2010, Liu et al. 2012a, Wu et al. 2@&1ddiplodiaspecies are
characterized by the presence of pycnidial paraphyses and longitudinal striations on mature conidia,
which can distinguishLasiodiplodia from other closely related genera iBotryosphaeriaceae
(Slippers & Wingfield 2007, Phillips et al. 2013, Hyde et al. 2020b). Modtus phylogenetic
analysis of ITS,tefl-U, aub2d sequence data showed strong phylogenetic support of
Lasiodiplodiaspecies within the genus (Jami et 2022, Slippers et al. 2013, Xia et al. 2022,
Rathnayaka et al. 2023). Currently, there are 87 epithetsasibdiplodia recorded in Index
Fungorum (2024) and only 76 have molecular data in GenBank (2024). Here, we provide the
updated phylogeny for tHeasiodiplodiataxa (Fig. 5).

Lasiodiplodia hormozganensig\bdollahzadeh., Zare & A.J.L. Phillip&ersoonia25: 6 (2010)
Fig. 6

Index Fungorum number: IF5167 /acesoffungi number: FOF16006

Saprobicon dead twig ofCamphorasp. Sexual morph Undetermined. Asexual morph:
CoelomycetousConidiomatascattered, solitary, immersed, globose to subglobose, dark brown to
black, uniloculate, ostiolateOstiole circular, centrally or laterally locatedConidiomata wall
composed of thickvalled, browncells oftextura angularisParaphyse®i4 e m wi de, |l ay
and conidiogenous cells, hyaline, cylindrical, thalled, initially aseptate, becoming up t671
septate when mature, rarely branched, occasionally basal, middle or apical cells swollen, rounded at
the apexConidiophoreseduce to conidiogenous cell€onidiogenous cell$0.415.6 x 3.95.5
em, hol obl asti c, di swalled tykndricahGomdiai(16i Y3 26@E2816) ot h t
10.919em (x.= 245 + 2.7 x 155 £ 2.5m, l/w ratio = 1.6 = 0.2, n = 15), initially hyale,
aseptate, ellipsoid to cylindrical, with granular contents, rounded at the apex, round or truncate at
the base, becoming pigmented at the maturigegdtate with longitudinal striations, not constricted
at the septum, ellipsoid to ovoid, verruculoséh longitudinal striations.

Culture characteristics Colonies with abundant aerial mycelium reaching to the lid of Petri
plate, aerial mycelium becoming smegeey to olivaceougrey at the surface and greenish grey to
dark slate blue at the reverseeaf2 weeks in the dark at 25 °C.

Material examinedi China, Guangxi Province, Beihai city, Yintan, on a dead twig of
Camphorasp.(Lauraceag, 06 October 2020, Tianye Du, BHDO1 (MHZU-2851), living culture
ZHKUCC 230102.

GenBank numberd§ MHZU 23-0051: ITS: OR492631,tefl-U OR497825 andtub2:
OR497827.

Known distribution (based on molecular datalyan (Abdollahzadeh et al. 2010), Australia
(Sakalidis et al. 2011), Haiti (Fayette et al. 2019), Brazil (Custédio et al. 2018, Marques et al. 2013,
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Netto et al. 2014), Pueriico (SerrateDiaz et al. 2020), Oman and the UAE {B&di et al. 2013),
and China (Li et al. 2015, this study).

Lasiodiplodia hormozganensis ZHKUCC 23-0102

100/1.00

100/1.00

0.02

Figure 571 Phylogram generated from the maximum likelihood analysis based on the combined
ITS, tefl-U  atobd sequence data dfasiodiplodia Seventyfive strains are included in the
combined analyses. Tree topology of the maximum likelihood analysimikar to the Bayesian
analysis. The best RAXML tree with a final likelihood value®879.17 is presented. Evolutionary
model GTR+I+G is applied for all the genes. The matrix had 409 distinct alignment patterns, with
18.07% of undetermined charactens gaps.Estimated base frequencies were as follows: A =
0.207902, C = 0.308111, G 3257602, T = 0.226385; substitution rates AC = 1.164141, AG =
3.631367, AT = 1.302852, CG = 0.968296, CT = 5.435490, GT = 1.000000; gamma distribution
shape par@GlRERI9Bootstridp sapport values for ML greater than 70% and Bayesian
posterior probabilities greater than 0.90 are given near nodes, respectively. The tree was rooted
with Diplodia mutila(CMW 7060) andD. seriata(CBS 112555). Estype strains are in e The

newly generated sequences are indicated in yellow.
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Known hosts (based on molecular data)Solanum melongenéFayette et al. 2019)
Mangifera indica(Abdollahzadeh et al. 2010, Aadi et al. 2013)Qleasp. (Abdollahzadeh et al.
2010),Adansonia ajitata (Sakalidis et al. 2011Ricinus communigCustédio et al. 2018Date
palm (Al-Sadi et al. 2013 Citrus sp. (AFSadi et al. 2013)Ficus krishnaeg(Prasher & Dhanda
2017),Bougainvillea spectabiliéLi et al. 2015),Carica papayaNetto et al. 204), andCamphora
sp. (this study).

Notesi Phylogenetically, the strain of our new isolate (ZHKUCCO®2) clustered with
the extype strain ofLasiodiplodia hormozganens{(€BS 124709) and.. hormozganensi€CBS
124708) based on combined IT®fl-U atub@ sequence data with 98% ML and 0.95 BYPP
bootstrap support (Fig. 5). The morphological characteristics of the new isolate resembles the
characters given by Abdollahzadeh et al (2010). However, our isolate has a few differences from
L. hormozgaensis(CBS 124709) in terms of maximum and minimum conidia siz€,)eB26(
286) x 10919 em VB4 x11918. 3 & m, respectively (Abd
Lasiodiplodia hormozganensifas been reported as pathogens (Custédio et al. 2018) and
endophytes (Prasher & Dhanda 2017). In Chlnahormozganensisvas reported as pathogens
from Bougainvillea spectabiligLi et al. 2015). Therefore, the current study presents a new host
record ofL. hormozganensisn Camphorasp. as a saprobe for thestitime in China.

Figure 6 1 Lasiodiplodia hormozganensifZHKUCC 230102, a new host record).

a, b, ¢ Appearance of conidiomata @amphorasp. twig d Vertical section of a conidioma.

e Ostiole. f Peridium. g Paraphyses. h, i, n Conidiogenous eells developing conidia.
JTm Hyaline, aseptate conidiai.r Brown, septate conidia. s Upper and reverse view of colonies on
PDA after 12 days. Scale bars: d, e = 100 um50%im, g, h 20um, ir = 10 pm.

Phyllostictacead-r. [as@Phyllosticted, Summaveg. Scand., Sectio Post. (Stockholm): 420 (1849)
PseudofusicoccunMohali, Slippers & M.J. Wingf., Stud. Mycol. 55: 249 (2006)

Index Fungorum number: IF500884acesoffungi number: FOF05299

Pseudofusicoccunwas proposed by Crous et al. (2006) wiRhstromaticumas the type
species within Botryosphaeriacege based on asexual morph characteristics and multigene

1307



phylogeny.The sexual morph dPseudofusicoccumwas described by Senwanna et al. (2020) and
the majority of the species were described by their iermorph Chethana et al. 2023
Pseudofusicoccumsuccessfullydevelop asexual morph in an artificial medi&dnwanna et al.
2020) Based on morphology and phylogenetic evideRsgudofusicoccuiwas transferred from
Botryosphaeriaceado Phyllostictaceae In the family phylogeny,Pseudofusicoccunalustered
betweenPhyllostictaand NeofusicoccungSlippers et al. 2013, Senwanna et al. 2028 asexual
morph is characterized by corticolous, coriaceous; tmimultilocular, immersed to erumpent
pycnidial ®nidiomata, and hyaline, aseptate, cylindrical to ellipsoid conidia covered by
mucilaginous sheathSenwanna et al. 2020The sexual morph is characterized by scattered to
clustered, uniloculate ascomata, bitunicate, cylirddavate asci with ocular chdrars, and hyaline,
uni to biseriate, aseptate, short clavate, smowmbed ascospores with fine granules and
surrounded by a mucilaginous shederfwanna et al. 202(seudofusicoccuras been reported
as endophytes, saprobes, and phytopathogensbdistli in Australia,India, South Africa,
Thailand,and Venezueldt consists of nine speci¢Bavlic et al. 2008Senwanna et al. 2020, Li et
al. 2023c, Sharma et al. 2022hethana et al. 2023Here, we provide the updated phylogeny for
Pseudofusicoccuifirig. 7).

Pseudofusicoccum adansonidgavlic, T.I. Burgess & M.J. Wingf. 2008 Fig. 8

Index Fungorum number: IF512048; Facesoffungi number: FOF00168

Saprobic on a dead twig diephelium lappaceunsexual morphAscomata210/ 230 x 230
2 9 On (e= 218 x 27Cem, n = 5) lignicolous, scattered, sesmmersed to erumpent, coriaceous,
ostiolate.Ostiolescentrally located neck, brilliant appearance of internal confamtdiumup to 30
em thick, composed of out er tetara dogulbrisamdtextura nd i
prismatica Hamathecium comprises hyaline, basdextura globoseand subglobose cells,
supporting the pseudoparaphyses which smaller than asci, sparsely pkesei 120 x 1320
em (x.= 108 x 17em, n = 30), bitunicate,-8pored, clavate, fissitunicate, wide ocular chamber at
the rounded apex, with thick outer wall, inner wall raised in center, narrowing downward, base
horse shoe endAscosporesl6i 21 x 6110 em (x.= 18 x 8.3em, n = 30), hyaline, clavate,
overlapping, biseate, with asymmetrical ends, apically wide, rounded end, narrowing towards the
base, smooth walled. Asexual morph: see Doilom et al. (2015).

Material examinedi Thailand, Chiang Mai, Mae Taeng, Pa Pae, 50150. 19°07'25.6"N
98°44'18.9"E, on decaying twigs Bephelium lappaceun®4 May 2023, Mekala Niranjan, 2343
(MFLU 24-0024), living culture (MFLUCC 23®651).

Culture characteristctcAs cospores ger mi nat ed Onmeweekold wi t |
culture grown 90 mm diam after 2 weeks at°@8 Colony circular, gray apical appearance, with
umbonate elevation with filamentous margin, hyaline mycelial extension from base, shiny
appearancenonpigmented, opaque property and brown background.

GenBank Numbers MFLUCC 230651: ITS: OR906152, LSU: OR906201.

Known distribution (based on molecular datalustralia (Pavlic et al. 2008)ndia (Sharma et al.
2022),Thailand (Doilom et al. 201%enwanna et al. 2020, Chethana et al. 2023, this)study

Known hosts (based on molecular dafia) Adansonia gibboseAcacia synchronica
Eucalyptussp. andFicus opposite(Pavlic et al. 2008),Tectona grandis Hevea brasiliensis
(Doilom et al. 2015Senwana et al. 202)) Artemisia annugSharma et al. 2022 pipremnum
pinnatum Mangifera indica(Chethana et al. 2023) ah&phelium lappaceuifthis study).

Notes i In the phylogenetic analysis, our strain (MFLUCC-(&51) grouped with
Pseudofusicoccum adansaa(ArSRKO01) strain with 96% ML, 94% MP and 1.00 BYPP bootstrap
support (Fig. 7). Our collection is similar tbet sexual morph (MFLUCC 19239) described by
Senwanna et al. (2020) by having a multiloculate corticolous, raised ascostromata and peridium
composed otextura angularisvhereas our isolate consists of basatura angularidayers and a
lateral side composed td@xtura prismaticaells. The holotype oP. adansoniagvas reported as an
endophyte with asexual morph, from dying branchesdainsmia gibbosgPavlic et al. 2008)The
MFLU 19-0239 collection has cylindrolavate asci and a funmnshaped inner wall with large
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granulated ascospores whereas our collection hasga clavate asci with a raised inner wall,

74/-/- Pseudofusicoccum adansoniae
60/-/{ Pseudofusicoccum adansoniae
81/-/- Pseudofusicoccum adanson
Pseudofiisicoccum adansoniae NI
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Pseudofusicoccum adansoniae

-/63/-

Pseudofusicoccum adansonia
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100/99/1 Pseudofusicoccum adansoniae N
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100/99/1 Pseudofusicoccum africanum CMW48026
Pseudofusicoccum africanum CMW48029

a | Pseudofusicoccum olivaceum
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77/71/1

100/97/1
| | ' Pseudofusicoccum olivaceum

92/83/1 Pseudofusicoccum stromaticum CMW13435

Pseudofusicoccum stromaticum CBS117448

/-1 0'96\ a [ Pseudofusicoccum kimberleyens

ﬁ\'{Pseudofustcoccum kimberleyense C

99/ 9K Pseudofusicoccum calophylh MFLUCC 17-2533
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Pseudofiisicoccum violaceum C
000 Pseudofusicoccum violaceum CNMW
33 /m N — Pseudofusicoccum artocarpi B0431
85/-/0.89 i\
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/ ///1
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0.04

Figure 7 i Phylogram gemated from the maximum likelihood analysis based on the combined
ITS, LSU, tefl-U  atob8 sequence data d?seudofusicoccurand Phyllosticta Thirty-seven

strains are included in the combined analyses. The best RAXML tree with a final likelihood value
of -7471.647982 is presented. Evolutionary model GTR+I+G is applied for all the genes. The
matrix had 563 distinct alignment patterns, with 44.75% of undetermined characters or gaps.
Estimated base frequencies were as follows: A = 0.211779, C = 0.28405D.233656, T =
0.230513; substitution rates AC = 0.691520, AG = 1.541233, AT = 0.965788, CG = 1.008488, CT
=3.200239,GT4. 000000 gamma di stri but iBootstragdugpprte p a
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values for ML and MP greater than 60% and Bayesian posterior probabilities greater than 0.95 are
given near nodes. The tree was rooted Weiodiplodia theobromaé@VIFLUCC 120293). Ex
type strains are in bold. The newly generated sequences are indicated in yellow.

Figure 8 1 Pseudofusicoccum adansoni@FLU 24-0024, a new host record). a Ascomata on

host surface. b Vertical sections of ascomata. c Peridiune Asci. f Haméhecium.

g, h Ascospores.i,jdooni es on PDA medium (i: upper and |
100 &€m,= c10 & m.

lack of granules in the ascospores which are surrounded by a mucilaginous sheath. In the colony
morphology,P. adansoniadMFLUCC 19-0239)hasalight brown b whitish grey center, whereas

in our culture, it turns into dark grayrown. In our phylogenetic analysis, ArSRKO1 akid-LUCC

230651 P. adansoniag form a sister clade but distance from existiigadansoniaespecies.
Therefore, additional taxon samggimof both asexual and sexual morph is required to confirm the
accurate placement oP. adansoniae The present study expands the host occurrence of

P. adansonia®n Nephelium lappaceufrom Thailand

DyfrolomycetalesK.L. Pang, K.D. Hyde & E.B.G. Jonem Hyde et al., Fungal Diversity 63, 7
(2013).
Pleurotrematacea&Valt. Watson, New Phytol. 28, 113 (1929).
MelomastiaNitschke ex Sacc., Atti Soc. Veneloent. Sci. Nat., Padova, Sér. 4, 90 (1875).

Index Fungorum number: IF3118; Facesoffungi numbeF07673

Melomastiawas introduced by Saccardo (1875) to accommodhtdriesii as the type
species Schroter (1894) synonymizeéd. friesii underM. mastoideaNorphanphoun et al. (2017)
demonstratedM. italica and Dyfrolomyces maolanensiwhich form separate lineages within
Pleurotremataceaeand synonymize®yfrolomyces maolanensismderMelomastia maolanensis
They also transferreMelomastiainto Pleurotremataceadased on morphology and medjgene
phylogeny. Li et al. (2022) synonymized 11 sped®drolomycesunder Melomastiabased on
morphamolecular studies. Phylogenetic analysis conducted by Kularathnage et al. (2023) revealed
that two of the aforementioned 11 specizsM. chromolaena@ndM. tiomanensidorm a distinct
basal clade with othévlelomastiaspecies. Consequently, they were reinstated Dyfoolomyces
This genusis characterized by immersed, globose, black ascomata with an erumpent apex;
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cylindrical, uniseriate asci with a,Xkubajrcal ring; and ovoid, Zeptate ascospores constricted at

the septum, with or without a gelatinous she&arf 1994, Kang et al. 1999, Norphanphoun et al.
2017, Li et al. 202R Most Melomastiaspecies are isolated as saprobes from woody branches,
twigs, and culms from terrestrial, freshwater, marine and mangrove habitats in both temperate and
tropical countries (Norphanphoun et al. 2017, Phukhamsakda et al. 2020, Li et al. 2022,
Kularathnage et al. 2023, Naziazeno & Aptroot 2023). Currently, 61 spe@ebsid under
Melomastiain the Index Fungorum (2024pong et al. (2023), recently expanded the taxonomy of
the genus by introducing a novel species. Here, we provide the-geo#i phylogeny for
Melomastiataxa (Fig. 9) andeport a new host record bfelomastia winteri

ZHKUCC 23-0091

88/0.98 |
lmﬁWanam

83/0.97 <
100/1.00

[ Muyocopron hévea M
100/1.00 Muyocopron Itthocamt MFLUCC 14-1106 uyocopron

100/1.00

Stigmatoc
100/1.00 Palawania thailanden .
100/1.00' Patawania thailandense MFLUCC 14-1121 Felarenms
——————— Anisomeridium phaeospermum MPN539
100/1.00————— Anisomeridium ubianum MPN94 Outgroup

0.03

Figure 9 7 Phylogram generated from the maximum likelihood analysis based on the combined
LSU, SSU andtefl-U sequence data dflelomastia Forty strains are included in the combined
analyses. Tree topology of the maximum likelihoodlgsis is similar to the Bayesian analysis.
The best RAXML tree with a final likelihood value 06f3760.045564 is presented. The
evolutionary model GTR+I+G is applied to all the genes. The matrixob&dlistinct alignment
patterns, with 37.67% of undeteined characters or gapBstimated base frequencies were as
follows: A = 0.238388, C = 0.257603, G = 0.292239, T = 0.211770; substitution rates AC =
0.802988, AG = 2.204655, AT = 1.231135, CG = 0.855696, CT = 7.108307, GT = 1.000000;
gamma distribution shp e p ar amet e Bootstrap=supPart ¥aduBs9fat BIL greater than
60% and Bayesian posterior probabilities greater than 0.90 are given near nodes, respectively. The
tree was rooted witAnisomeridium phaeospermyMPN539 andA. ubianum(MPN94). Ex-type
strains are in bold. The newly generated sequences are indicated in yellow.
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Melomastia winteri W.L. Li, Maharachch. & Jian K. Liu, in Li, Maharachchikumbura,
Cheewangkoon & Liu, Journal of Fungi 8(1, no. 76): 14 (2022) Fig. 10

Index Fungorum mmber:IF841502 Facesoffungi numbeFoF10536

Saprobicon dead branches éfquilaria sp. Sexual morphAsconata300' 400 x 350/ 450 um
(x.= 366 x 380 pum, n = 10), sesmmersed to immersed, solitary, gregarious, coriaceous to
carbonaceous, globose, dark brown to black, ostialzgolescentral, coriaceous to carbonaceous,
dark brown to black, periphyses filj the ostiolar canaPeridium36i 68 um (x.= 52.17 ym, n =
10) wide, twelayered, outer layer thick, carbonaceous and inner layer composéd tfy@rs of
hyaline to lightly brown cells ofextura angularisto textura prismaticaHamatheciuncomprises
1i 3 um wide, filiform, unbranched, septate, dense, cellular pseudoparaphgsel20i 192 x 59
pm (x= 165.06 x 7.17 um, n = 30);$pored, bitunicate, cylindrical, slightly flexuous, apically
round, with a distinct ocular chamber, cylindrical pedicelitl5 x 2i 5 um (x.= 10.48 x 3.47 ym,

n = 30). Ascosporesl9i 28 x 5i8 um (x.= 22.40 x 6.27 yum, n = 30), partially overlapping,
uniseriate, fusiform with pointed ends, hyalineseptate, strongly constricted at the median
septum, with guttules in eachligégacking a mucilaginous sheath. Asexual morph: Undetermined.

Culture characteristics Colonies on PDA attaining 2.5 cm after 5 days at room temperature
(20i2 5 ), whit e, dense, mar gin erose, somewhat
reveise pale yellow.

Material examined China, Yunnan Province, China, Yunnan Province, Xishuangbanna,
Menghai city, Agarwood plantation, on dead leaves Adjuilaria sp. (Thymelaeacege
15 September 2021, Tianye Du, YNA&HKU 23-0040, living culture,ZHKUCC 230091.

GenBank numberis ZHKU 23-0040: LSU: PP000846, SSU: PP000s#8,-U: PP02585 7.

Known distributioni China(Li et al. 2022, this study)

Known hosts or substrataOlea europaedLi et al. 2022) Aquilaria sp. (this study)

Notesi Based on multlocus phylogenetic analyses of LSU, SSU #afi-U our new strain
(ZHKUCC 23-0091) clustered with the type strainMf winteri (CGMCC 3.20621) with 93% ML
0.92 BYPP bootstrap support (Fig. ®)elomastia winterwas introduced by Li et al. (2022) with
the sexualmorph isolated from leaf spots oDlea europaea Our new isolateshares similar
morphology toM. winteri (CGMCC 3.20621) in having cylindrical asci with a distinct ocular
chamber and a cylindrical pedicel, and partially overlapping, uniseriate, fusifogapt&te
ascospores deeply constricted at the median septumpuiitted ends, guttules in each cell, and
lacking a mucilaginous sheath (Liu et al. 2022). Based on morphology and phylogeny, our new
isolate is identified adMelomastia winteri This is the first report oM. winteri isolated from
Aquilaria sp.

HysterialesLindau, in Engler & Prantl, Nat. Pflanzenfam., Teil. | (Leipzig) 1(1): 265 (1897)
Hysteriaceae&Cheval | . [ as O6Hysterineaed], FI . g®n. el
GloniopsisDe Not., Giornale Botanico Italiano 2i@): 12, 23 (1847)

Index Fungorum number: IF2090; Facesoffungi number: FoF08055

Gloniopsiswas introduced by De Notaris (18473 a polyphyletic genus without designating
a type species (Boehm et al. 2009a, b). Subsequilyy (1962) defined the type species of the
genus asG. praelonga (= G. decipiens and synonymized several names under the.type
Additionally, G. curvatawith smaller ascosporesas added to the genus (Zogg 1962). Currently,
70 epithets are listed in Index Fungorum (2024) and only ten species have sequence data to
represent the generic placement. Sev&iahiopsisspecies are polyphyletic (Hyde et al. 2020b).
The sexual morph of the genus is characterized by hyaline or pigmented dictyospores that are
frequently inequilateral, obovoid, obtuse to stdbacuminate at the ends, onenwore longitudinal
septa, constricted at the fifstrmed septum, occasionally constricted at the other septa, and
enclosed by a gelatinous sheath, which can
asexual morph is produced (Boehm et al. 2008®lecular data for members of this genus
comprise ITS, LSUtefl-U, rab2.dBased on morphology and multigene phyloggéfig. 11) we
report a new host record Gloniopsis calamfrom Dipterocarpus alatusvoody litter.
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Figure 10 7 Melomastia winteri(ZHKU 23-0040, a new host record)i @ Ascomata on the
substrate. d Vertical section of an ascoma. e Peridium. f Pseudoparaphygesci.gji| Asci in
Lugol 6s 7q Asdospores. r Astospores stained in India ink. s A germinating ascospore.
t Colonyon PDA (above and below). Scale bars: d =di@0Qé& | = 20em, mis=10em.

Gloniopsis calamiS. Konta & K.D. Hyde, in Hyde et alkungal Diversity80: 34 (2016)
Fig. 12
Index Fungorum numbelf=552234; Facesoffungi number: FoF 02366
Saprobicon Dipterocarpus alatusvoody litter. Sexal morph:Ascomatal50 294 x 126.Y
2 6 9n (&= 242 x 182.&m, n = 5), hysterothecial, erumpent, solitary or aggregated, ellipsoid to
significantly elongate, straight to curved, fragile, carbonaceous, black, with a longituditikeslit
opening. Peridium 23i40.8 em wide (k.= 31, n = 25), comprising two layers, outer layers
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composed of thick, black to dark brown carbonaceous cells, inner layer composed of thin, hyaline
to brown cells arranged i@xtura angularis Hamatheciuncomprisesl.2 2.4 em wide x.= 1.8,

n = 15), cylindrical, branched, hyaline, septate, anastomosing pseudoparapAgsed8i 77 x
12.519.5em (x.= 62 x 16em, n = 20), 8spored, bitunicate, saccate, mostly clavate to cylindric
clavate, moderately curved, with a short kil pedicel, apically rounded, with a wedleveloped

ocular chamberAscospored4.520.5% 6/19.5em (x.= 17.8 x 7.6em, n = 30), overlapping bi
seriate, initially hyaline, becoming pale brown to brown at maturity, dictyosporous, fusiform,
ellipsoidal to cylindical, mostly with 36 transverse and 2 vertical septa, constricted at the septa,
asymmetric. Asexual morph: Not observed.

Gloniopsis calami MFLUCC 23-0183
Gloniopsis calami MFLUCC 14-0049
96/1.00 Gloniopsis calami MFLUCC 15-0739
99/1.00 Gloniopsis leucaenae MFLU 21-0201
Gloniopsis leucaenae MFLUCC 17-2425
Gloniopsis sp. MFLUCC 12-0010
65/— Gloniopsis kenyensis GKM1010
l99/1 .00[ Gloniopsis praelonga CBS 112415
Gloniopsis praelonga CBS 123337
70/— { Gloniopsis percutanea FMR 8713

Gloniopsis pneumoniae UTHSC DI16-254

100/1.00 Gloniopsis fluctiformis MFLUCC 18-0473

Gloniopsis arciformis GKML166A

2X
e

Gloniopsis subrugosa MFLUCC 14-1179

100/1.00[— Mytilinidium rhenanum EB.
= Mytilinid

0.2

Figure 117 Phylogram generated from Bayesian Inference (Bl) analysis based on combined ITS,
LSU, rpb2 andtefl-U s e q u e. iBigteen strairts are encompassed in the combined analyses,
which comprised 3,476 characters (666 characters for ITS, 894 characters for LSU, 955 characters
for rpb2, and 961 characters ftefl-U ) the aombined dataset. The best RAXML tree with a final
likelihood value -11532.417308 is presented. Estimated base frequencies were as follows: A
0.237170, C = 0.255073, G = 0.279680, T = 0.228076; substitution rates AC = 1.147620, AG
3.250204, AT = 1.128420, CG = 0.549903, CT = 7.069937, GT = 1.00000Mnayalistributio
shape parameter U = 0. 39SYMR TIMIFIhG Treei+6, and i o n a
TrN+G were applied to ITS, LSUpb2 andtefl-U sequence data respecti
values for MLequal to or greater th&5% and Bayesian posterior proba@ktequal to omgreater

than 1.00 aréndicated near nodes, in turn. The strain codes are noted after the species names. The
tree is rooted witlMytilinidium rhenanum(EB 0341 andM. mytilinellum(CBS 303.34. Ex-type

strains are ifbold. The newly genetad sequence is indicated in bold and blue.

Material examined Thailand, Doi Tung National Park, Chiang Rai, on decaying wood of
Dipterocarpus alatugDipterocarpaceag 26 March 2022, N. Afshari, 2C1T1R6a (MFLU -23
0361), living culture MFLUCC 23183.

GenBank numberis LSU: OR467493tefl-U OR481003yrpb2: OR492616.

Known distribution (based on molecular daia)Thailand, Chiang Mai an®hiang Rai
provinces(Hyde et al. 2020b), Phasdga Province (Hyde et al. 2016), Chiang Rai Province (this
study).

Known hosts (based on molecular datapn deadCalamussp. @Arecaceag (Hyde et al.
2016), on decaying submerged waondreshwater ponaf anunidentified host, and on dead wood
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of an unidentified host (Hyde et al. 2020b), decaying wood @pterocarpus ahtus
(Dipterocarpaceag(this study).

Notesi In the multigene phylogenetic analysis, our strain (MLFUCC0AB3) clustered
together with Gloniopsis calami(MFLUCC 140049, MFLUCC 180739) strains, sister to
G. leucaena¢MFLU 21-0201, MFLUCC 172425) baed onlTS, LSU, rpb2, andtefl-Usequence
dataset (Fig. 11). Our collection shares similar morphology @itbalamiin the shape and size of
ascomata, peridium, asci and ascospore characters (Hyde et al. 2016, @@20bpsis calamhas
been collectedrom southern Thailand ofalamussp. (Hyde et al. 2016) and from northern
Thailand on unidentified wood (Hyde et al. 2020b) while, we report our collection as a new host
record fromDipterocarpus alatusn northern Thailand.

Figure 1271 Gloniopsis céami (MFLU 23-0361, anew host record). a, Appearance odscomata
on woody substrate. ¢ Section of an ascomaPskudoparaphyses and aseih Asci.

iTq Ascospores. A germinated ascospore. s, t Colony on PDAlfsve, i reverse). Scale bars=a
Imm b = 200 enMh=c¢20 fTg=m,1BI0 ¢sgnm, d
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KirschsteiniothelialesHern. -Restr., R.F. Castafieda, Gené & Crous, Studies in Mycology 86: 72
(2017)
Kirschsteiniotheliaceadoonmee & K.D. Hyde, Mycologia 104 (3): 705 (2012)
KirschsteiniotheliaD. Havksw., Bot. J. Linn. Soc. 91: 182 (1985)

Index Fungorum number: IF25723; Facesoffungi numbeF08040

Kirschsteiniothelia was introduced withKirschsteiniothelia atra as the type species
(Hawksworth 1985) Kirschsteiniotheliais commonly found on dead wdoin tropical and
subtropical areas in both freshwater and terrestrial habBaisnmee et al. 2012Mehrabi et al.
2017, Bao et al. 2018, Rodrigu@ndrade et al. 2019, Sun et al. 2021, Verma et al. 2021, Xu et al.
2023). The sexual morph of this gengscharacterized bguperficial, semimmersed globose
ascomata, bitunicatecylindrical to clavateasci with eight,ellipsoidal, septate(1i 2), brown
ascospores (Hawksworth 1985, Boonmee et al. 2012, Bao et al. 2018, Sun et al. 2021, Xu et al.
2023). Dendyphiopsislike and sporidesmiurtiike are two different types of asexual morphs of
Kirschsteiniothelia(Boonmee et al. 20125un et al. 2021). Forgight Kirschsteiniotheliaspecies
are listed in Species Fungorum (2024). The support for a single speci€sdethiopsis quite
weak and the hosts are diverse (mangrove vs terrestrial), therefore this is likely to be a species
complex. Further collections from various hosts and habitats (see known hosts and habitats below)
are required to address these dipancies. Here, we provide a tentative new host record of
Kirschsteiniotheliaatra from Iran (Fig. 13).

Kirschsteiniothelia atra(Corda) D. Hawksw., Fungal Diversity 69: 37 (2014) Fig. 14

Index Fungorum numbel=804962 Facesoffungi numbeFoF14763

Saprobicon dead woodf Fagus orientalis Asexual morphMyceliummostly immersed,
septate, branched, brow@onidiophoresl 5 0 T 2nbx® T 1ut (X.= 180 pm x 6.7 pum, i 20),
macronematous, mononematous, cylindrical, branched at the top, forming a stipe and head, light
brown to brown.Conidiogenouscells 22130 x 6 T 1pyh (x.= 25 pm x 7 um, n = 20), tretic,
integrated, originate from the terminal cell of conidiophorewordConidia3 57 6 0 1T 1271 20
(x.= 48 x 13 um, n = 30), acrogenous, cylindrical with rounded ends, pale tdamkidrown,3i 4
transverse septate, strongly darken at the septa. Sexual rdogetermined.

Culture characteristicé Coloniesgrowing on PDA, reaching 50 mm in diameter after 15
days at 25 under dark conditions, flat, en
eventually black after 15 days, mycelium immersed to superficial and sporulating after 30 days on
PDA.

Material examinedi Iran, Mazandaran, Sari, Pol sefid, Sangdeh forest, on Hagds
orientalis (Fagaceag, 6 October 2017, Omid Karimi, (FUM ZWL6).

GenBank numbeér ITS: MG602687.

Known distributioni Australia (Hyde 1993)China (Su et al. 2016uba (Mercado 1984),
Czed Republic (Reblova & Svrcek 1997), France (Aptroot 1995), Germany (Sdheakil
1988), India (Subramanian & Sekar 1987, Prasher & Kevesima 2016), Iran (Gharizadeh et al.
2004, this study), Japan (Otani & Tubaki 1976, Tanaka & Hosoya 2006), Mexicmd¢faB95),

New Zealand (Ellis 1971), Poland (Chlebicki 2006), Russia (Aptroot 1995), Sweden (Eriksson
1992, Nordén et al. 1997), USA (Goos & Uecker 1992).

Known hostsi Alnus glutinosaMulenko et al. 2008)Carpinus betulugReblova & Svrcek
1997, Chlekski 2006), Carpinussp. (Chen & Hsieh 2004 edrusdeodara(Prasher & Kumar
Verma 2016)Corylus avellandSchmidHeckel 1988, Nordén et al. 199'Bagus orientalig(this
study),Hedera helixAptroot 1995),Lonicera coerulegAptroot 1995),Phoenix dactifera (Hyde
1993),Quercus roburEriksson 1992).

Notei The phylogenetic analysis based on the combined ITS andda&lrevealed that our
strain (FUM 20016) clustered witlKirschsteiniothelia atrastrains MFLUCC 161104 and &83)
with 99% ML and 0.90BYPP bootstrap support (Fig. 13). Our collection (FUM-(A®)
morphologically resembleXK. atra in having macronematous, mononematous, cylindrical,
branched, browonidiophorestretic, integrated conidiogenogslls andacrogenous, cylindrical,

1316


https://www.indexfungorum.org/names/NamesRecord.asp?RecordID=804962

roundedend, brown, B4-transversely septatmonidia (Su et al. 2016). Based on morphology and
phylogenetic analysis we conclude our isolat€.iatra and this is a new host record of this fungus

from Fagus orientalisn Iran.

Kirschsteiniothelia atra FUM 20-016

Figure 1371 Phylogram generateilom maximum likelihood analysis based on combined ITS and
LSU sequence datarlhirty-seven strains are included in the combined analySeEsimum
likelihood bootstrap support values greater than or equal to 60% and Bayesian posterior
probabilities greatethan or equal to 0.90 are given near nodes, respectively. The newly generated
sequences are indicated in yellow. All the type specimens are in bold. Thectsg RAXML

tree with a final likelihood value 0f14019.668883 is presented. Estimated basguéncies were
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as follows: A = 0.225868, C = 0.25568, G = 0.310821, T = 0.207631; substitution rates AC =
1.287961, AG= 2.917321, AT = 1.278427, CG = 1.371353, CT = 6.772959, GT = 1.000000;
gamma distribution shape par amet ePseuddrobiard® . 2 8 2
eucalyptiMFLUCC 120422 Pseudorobillarda phragmiti€CBS 398.61).

Figure 14 7 Asexual morph of Kirschsteiniothelia atra(FUM 20-016, a new host recoyd
a, b Conidiophores with conidiai € Conidiogenous cells and conidia f Colony on PDA
after 15 days. Scale bars: a, b = 20 pyhe, & 10 um.

Pleosporaled.uttr. ex M.E. Barr, Prodr. Cl. Ladoasc. (Amherst): 67 (1987)
Didymosphaeriacea®lunk
LetendraeaSacc.

Index Fungorum number: IF281RPacesoffungi number: FOF00044

Saccardo (1880b) introducéetendraeawith L. eurotioidesas the type specieketendraea
eurotioidesis characterized by perficial, globose to conical ascomata, filiform pseudoparaphyses,
obclavate to cylindrical8-spored asci, and fusoid to oblongsdptate ascospores (Ariyawansa et
al. 2014). Species dfetendraeaare saprobic in terrestrial habitats, pathogenic assakciaith leaf
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spot disease irCordyline sp. @Ariyawansaet al. 2014) andare also recorded from marine
environments (Huang et &019). Taxonomists have placdcetendraeain different families by
considering morphological characteristics. Kodsueb et a00GR placed Letendraea in
Melanommataceaelue to similar morphology witlKarstenula rhodostomand Zhang et al.
(2012b) referredLetendraeato Montagnulaceae However, based on muigene phylogenies,
Ariyawansa et al. (2014) revealed thia¢tendraeabelorgs to DidymosphaeriaceaeFifteen
Letendraeaspecies are listed in Species Fungorum (2024), but sequence data is available for only a
few species.

Letendraea helminthicola ZHKUCC 22-0231

Spegazzinia musae MFLUCC 23-0227

100/1.00 " spegazzinia musae MFLUCC 20-0001
0.02

Outgroup

Figure 157 Phylogram generated from maximum likelihood analysis based on combined ITS and
LSU sequence ata of 31 strains, which comprised 1,492 characters (ITS = 607, LSU = 885). The
best scoring RAXML tree with a final likelihood value @376.742825 is presented. The matrix
had 283 distinct alignment patterns, with 41.66% of undetermined charactengsoiEgimated

base frequencies were as follows: A = 0.230861, C = 0.254110, G = 0.290892, T = 0.224136;
substitution rates: AC = 1.442773, AG = 1.468182, AT = 2.173572, CG = 1.202084, CT =
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6.283883, GT = 1.0; gamma distribmth s hape parameter U = 0.1234
for maximum likelihood (ML) equal to or greater than 50% and clade credibility values greater
than 0.90 (the rounding of values to 2 decimal proportions) from Bayesian inference analysis are
labeledat each node. Etype strains are ibold, while the new isolate is indicated in yellow bold.

The tree is rooted t8pegazzinia musgMFLUCC 230227, MFLUCC 260001).

Letendraea helminthicolaBerk. & Broome) Weese, Trans. Br. mycol. Soc. 243277 (1938)
[1937] Fig. 16

Index Fungorum number: #52540;Facesoffungi number: FOF09440

Saprobic on bamboo stems, visible as black dots on the host surface. Sexual morph:
Ascomatal9003 30 em w3 s@, em@1Bi gh, densely gregari ous:
sometimes superficial, subglobose to turbinate, flattened at the base, black, tuberculate, ostiolate,
rounded to truncate at ape®@stiolar canallined with short periphyses grawg downwards.
Peridium20i2 5 & m &daygkes, contposed of dark brown to brown cellseatura angularis
Pseudoparaphyses53 e m wi de, rar e Asgi80090 a @ilcth eadm, shkeiptt i ie
spored, elliptical, short pedicellatAscospored2i18 x 47 & m, overl apping, ut
fusoid, pointed at ends, straight or sometimes curwseéplate at middle, constricted at the septum,
dark brown. Asexual morph: Undetermined.

Culture characteristicé Colonies on PDA reaching 2 cm diametdter 7 days at 25C,
colonies circular, margin filiform to slightly undulate, flat to slightly raised, dense, velvety
appearance, ofivhite mycelia and colony from above: cream and light brown; reverse: brown.

Material examined China, Yunnan Provincen decaying stems @ambusasp. Poaceag,
18 January 2019, ND Kularathnage, MHZU-@244 (living culture ZHKUCC 23231).

GenBank numbersSITS: OR997674; LSU: OR997717.

Known distributioni China, India, MauritiusMexico, Thailand (Andaman Sea and Goff
Thailand), Spain

Known hosts’ Cinnamomunsp., rice,Eucalyptus deglupteEucalyptus urophyllaNervilia
fordii, Magnolia lilifera (de Silva et al. 2021)Suaeda salsaAnnellasp., Taxus globosecoral,
marine sponge, polyester coatitgxtile wastevater.

NotesiT The combined ITS and LSU phylogenetic analyses showed that our collection
clustered withLetendraea helminthicolavith 100% ML and 1.00 BYPP bootstrap support
(Fig. 15).0Our isolate shares similar morphological characteristics khatendraa helminthicola.
The sexual morph df. helminthicolawas introduced as hypgathogenic orHelminthosporium
appendiculatuniby Petch (1938) from the UK. The asexual morph of this species was described by
de Silva et al. (2021)This speciedas been repted from China (Yunnan, Taiwan) on healthy
leaves ofMagnolia candolliand on dead branches @innamomunsp. This is the first report of
Letendraea helminthicolan Bambusasp. in China.

MassariaceadNitschke, Verh. Naturhist. Vereines Preuss. Rheil.(1B69)
MassarioramusculicolaHuanral., Thambug. & K.D. Hyde, Phytotaxa 371 (1): 20 (2018)
Index Fungorum number: IF554425; Facesoffungi number: FoOF04478
Massarioramusculicolas a monotypic genus introduced to accommodtehiangraiensis
as the type sries (Huanraluek et al. 2018lassarioramusculicolas similar to Neomassaria
however,can be differentiated by having a peridium with two strata comprising dark brown to
hyaline cells and -3eptate, fusiform ascospores (Huanraluek et al. 204&3sarbramusculicola
chiangraiensiswas recorded as a saprobe with sexual morphs from dead twigs in terrestrial
environments in Thailand (Huanraluek et al. 2018). Herein, we provide a new host and a country
record ofM. chiangraiensigFig. 17)

Massarioramusclicola chiangraiensisHuanral., Thambug. & K.D. Hyde, Phytotaxa 371 (1): 20

(2018) Fig. 18
Index Fungorum number: IF554426; Facesoffungi number: FOF04479

1320



Saprobicon dead twig ofcoffeasp. Sexual morpPAscomatal50250e m hi g h240 170
em diam. k= 191 x 193em, n = 15), immersed to seammersed, solitary or scattered,
coriaceous, globose to subglobose, black, uniloculate, ostiGat®le central, with periphyses in
the canalPeridium 15/ 25 em wide &= 20em, n = 20), composed of two strata; outer stratum
comprising 46 layers of dark brown to black, thiekalled cells oftextura angularifusing at the
outside with the host tissues, inner stratum comprising several layers of lightly pigmented to
hyaline, thinwalled cells oftextura angularisHamatheciuncomprisesli 2 em wide k.= 1.7em,

n = 20), cylindrical to filiform, trabeculae, branched, septate pseudoparaphyses embedded in a
gelatinous matrixAsci 60i 80 x 812 em (x.= 71 x 10.2em, n = 20), 8spored, bitunicate,
fissitunicate, cylindrical to cyhdric-clavate, with short, rounded pedicel, apically rounded with a
distinct ocular chambeAscospore20i 24 x 4i 6 em (x.= 21 x 4.6em, n = 25), overlappingi 2-

seriate, fusiform, 13-septate, slightly constricted at the septa, smaatled, hyaline, gaight or

slightly curved, guttulate at the maturity, surrounded by a thin mucilaginous sheath. Asexual
morph: Not observed.

Material examined China, Yunnan Province, Lincang City, on a dead twigCoffeasp.
(Rubiaceag 28 July 2022, Li Lu, LCX8 (MHZU 23-0084), living culture ZHKUCC 28678
ZHKUCC 230679.

Figure 1671 Letendraea helminthicoldMHZU 23-0244 a new host recorda Ascomata on host
substrateb Cross section of an ascon@Peridium.di f Asci. gij Ascosporesk Surface view of

1321



colonies on PDA.l Reverse view of colonies on PDA. Scale bars: b = 100 [m=d20 um,
C,dj =10 pm.

Culture characters Ascospores germinating on PDA within 12 houtalonies onPDA
reaching30i 40 mm within 4 weeks at 25 °C. Culture from above dacuo slightly irregular, flat
to slightly raised, dense, surfdaght red, fluffy, reverse saffron to browgellowishat the margin

GenBank numbersi ZHKUCC 230678: LSU: OR836013, SSU: OR83601fb2:
OR832763; ZHKUCC 2®679: LSU: OR836014, SSU: OB&020,rpb2: OR832764.

Known distribution (based on molecular datathina (this study Thailand Huanraluek et
al. 2018).

Known hosts (based on molecular ddtajead twigof an undetermined hoétluanraluek et
al. 2018), dead twig dEoffeasp. (this tudy).

0.03

Figure 171 Phylogram generated from the maximum likelihood analysis based on the combined
LSU, SSU andpb2 sequence data. Thirgne strains are included in the combined analyses. The
tree topology of the maximum likelihood analysis is simtlarthe Bayesian analysis. The best
RAXML tree with a final likelihood value 0f12352.346556 is presented. The evolutionary model
GTR+I+G is applied to all the genes. The matrix had 876 distinct alignment patterns, with 27.97%
of undetermined characters gaps Estimated base frequencies were as follows: A = 0.265291, C =
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0.210605, G = 0.277032, T = 0.247072; substitution rates AC = 1.629000, AG = 4.051773, AT =
1.273955, CG = 1.030927, CT =9.095774, GT ©1000 0 O ; gamma di stributi c
= 0.158830Bootstrap support values for ML greater than 60% and Bayesian posterior probabilities
greater than 0.90 are given near nodes, respectively. The tree was root&dpfidhrhizophila

(CBS 207.26). Altype strains are in bold. The newly generated sequences are indicated in yellow.
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Figure 181 Sexual morph oMassarioramusculicola chiangraiengisiFLU 23-0084, a new host

and new geographical record). a, b Appearance of ascostroma on host suffaceort through

ascoma. d Section through peridium. e HamatheciunAdci. | Geminated ascospore. K, | culture

on PDA from above and reverseim Ascospores (g ascospore st
ascospore stained with Indian ink). Scale bars: 091 ¢im, =d 2 0r €3m,1 0n & m.

Notes i This species is typical ofMassarioramusculicolaas it has trabeculate
pseudoparaphysesgnsuLiew et al. 2000), cylindrical to cylindriclavate asci and fusiform to
subclavate hyaline ascospores (HuanralueK.e2(4.8). According to the phylogenetic analyses,
our strains (ZHKUCC 23678 and ZHKUCC 2®679) clustered witiMassarioramusculicola
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chiangraiensis(MFLUCC 17 2240, extype) with 100% ML and 1.00 BYPP bootstrap support
(Fig. 17). The sexual morph of otungal collection resembledl. chiangraiensis(the holotype)
which was isolated from @ead twigof an undetermined ho@tuanraluek et al. 2018). Huanraluek
et al. (2018), used onlySU sequence data to introdukkassarioramusculicolaWe updated the
combned phylogeny of LSU, SSU, ampb2 and revealedassarioramusculicolas a distinct
genus in Massariaceae This study providesrpb2 sequences for the type species
(M. chiangraiensisfor the first time.This study presents a new host record and a cpustord of

M. chiangraiensigrom Coffeasp. in China.

MassarinaceaéViunk
HelminthosporiumLink, Mag. Gesell. naturf. Freunde, Berlin &) 10 (1809)

Index Fungorum number: IF8495; Facesoffungi number: FoOF06499

Link (1809) establisheHelminthosporiumio accommodatel. velutinumas the type species.

The genus is characterized by macronematous, cylindrical, erect, septate conidiophores with
tretic conidiogenous cells and clavate or obclavate, distoseptate conidia with bud scars at the base
(Luttrell 1964 Voglmayr & Jaklitsch2017). Helminthosporiumincludes welknown species as
saprobes and pathogens exhibiting a worldwide distribution and a wide range of hosts. The genus
currently includes 781 species (Index Fungorum 20&24d,most of them are not cgeneric with
the generic type ithedevelopment of conidia and conidiophores. In addition, only 25 species have
sequence data, and most speaiebhased on morphological studies. In this study, we introduced a
new speciegdelminthosporium guizhouensgm®msed onmorphological evidence and phylogenetic
analysis(Fig. 19)

Helminthosporium guizhouenseY.Y. Yang, A.R. Gomes de Farias & K.D. Hyde, sp. nov.
Fig. 20

Index Fungorum number: IF902274; Facesoffungi number: FoF15237

Etymologyi Referi ng t o t h e Guiphbu Peovirice, Clgma,s i whee rfie t he I
was collected

Holotypei HKAS 130313

Saprobicon a dead branch Qluercus fabreiSexual morph: Undetermined. Asexual morph:
Colony on the natural substrate punctiform, effuse, bldukiry. Mycelium mostly immersed
towards the surface, septate, forming strdiken aggregations of light to dafikrown
pseudoparenchymatous cellSonidiophores387 953 x 12125 um (x.= 590 x 16, n = 10),
macronematous, mononematous, unbranched, arising solitarily or in small groups from the stroma
cells, erect, straight or flexuous, simple, thwghlled, subcylindrical, smooth, dark to blackish
brown, paler near the apex, multigeptate.Conidiogenous cellmonotretic, terminal, with well
defined small pores at the apex, rarely laterally beneath the uigheefitaConidia72i 121 x 18
26 um k=91 x 21, n = 25), tapering & 10 um at the distal end, with a fuscous truncat® pum
wide scar at the base, obclavate, angular lunate, straight or flexuous, smoptsi,1(P ( 16)
distoseptate, pale olive when immature, twalled, pale brown.

Culture characteristicé Slow growing on PDA media, reaching 6.3 cm after incubation at
25°C for 21 days, white, circular, velvety, reverse creamy white, with black at the center.

Material examined China, Guizhou Province, Zunyi City, Zhengan County, on a dead
branch ofQuercus fabrei(Fagaceag 6 October 2021, Y.Y. Yang, YYY142HKAS 13033,
holotypd, extype living cultureKUNCC 24-1830Q

GenBank numbers LSU: PP981904, ITS: PP98190BSU: PP977159 and tefl-U :
PQ041228.

Notesi In the phylogenetic analysis of combined LSU, Ifih2andtefl-U s equence c
our strain (HKAS 130313) foned a separate lineage wittelminthosporium hispanicurWu
38843), H. syzygii (CBS 145570),H. chengduens€dUESTC 22.0025) andH. chengduense
(CGMCC3.23575with 100 ML and 1.00 BYPP statistical support (Fig. 19). Sequence comparison
for the ITS region heveenH. guizhouensdHKAS 130313) andH. hispanicum(WU 38843)

1324



showed a 2.71% (15/553 bp, excluding gap) base pair differémcaddition, H. guizhouense
shares similar morphological characteristics withhispanicumby having terminal, intercalary
conidiogenous cells and solitary conidia with distosepta. However, the conidiopB8#&953 x
121 25 pm) of H. guizhouensare longer thatd. hispanicum(130'540 x 1322.5 um (Voglmayr
& Jaklitsch 2017). The conidia ofH. guizhouenseare also initially paleolive, while in
H. hispanicumthey are hyaline. Hence, based on morphology and -getie phylogeny,
we introduceH. guizhouensas a new species.
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Figure 197 Phylogram generated from the maximum likelihood analysis based on the combined
ITS, LSU, S® andtefl-U sequence data of the gendsiminthosporium Eighty-two strains are
included in the combined analyses. The tree topology of the maximum likelihood analysis is similar
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to the Bayesian analysis. The best RAXML tree with a final likelihood vafu€5294.82 is
presented. The evolutionary model GTR+I+G is applied to all the genes. The matrix had 1389
distinct alignment patterns, with 32.75% of undetermined characters or Estprated base
frequencies were as follows: A = 0.234938, C = 0.2508547= 0.268824, T = 045584,
substitution rates AC = 1.740057, AG = 3.253679, AT = 1.865780, CG = 1.115589, CT
7.637143, GT = 1.000000; gamma d iBsotstrap suppbrt o
values for ML greater than 60% and Bayesian posterior probabilitiesegtean 0.90 are given
near nodes, respectively. The tree is rooteBdariconia digitata(CBS 510.77)P. pseudodigitata
(CBS 139699),P. macrospinoa(CBS 135663), and®. byssoidegH 4600). Estimated base
frequencies were as follows: A = 0.234938, C 250654, G = 0.268824, T = 0.245584;
substitution rates AC = 1.740057, AG = 3.253679, AT = 1.865780, CG = 1.115589, CT
7.637143, GT = 1.000000; gamma st ri buti on s h ap eExjyiypersaamne dree r
in bold. The newly generated sequences are indicated in red.

5

Figure 20 7 Helminthosporium guizhoueng#lKAS 130313, holotype). aNatural substrate.
b Colonies on the substrate. ¢, d Coojdiores with conidiogenous cells and conidia. e, f Apical
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conidiophores and conidiogenesisi Gonidia. j Germinated conidium. k, | Culture on PDA after
23 daysScale bars: ¢ =150 ym,d =200 uinfee hij = 50 Om, g = 30 Om.

VaginatisporaK.D. Hyde, Nova Hedwigia 61(42): 234 (1995)

Index Fungorum number: IF27644; Facesoffungi number: FOF00828

Vaginatisporawas introduced by Hyde (1995) and typified with aquatica The genus
currently comprises eleven species (Index Fungorum 2024) and they can berdpritund on
dead wood in mangrove and terrestrial habitats (Hyde et al. 2019, 2020b; Jayasiri et al. 2019). This
genus is characterized by immersed, globose to subglobose, dark ascomata, -cléinalec
bitunicate asci and fusiform, septate, guttyldtgaline ascospores, with a distinctively and
thickened mucilaginous sheath (Hyde et al. 2020b, Chethana et al. 2023). Here, we provide the
updated phylogenetic tree falaginatispora(Fig. 21) The support for a single species Yarnypae
is quite weakand the habitats are diverse (mangrove vs terrestrial), therefore this is likely to be a
species complex. Further collections from various habitats are required to address these
discrepancies.

Vaginatispora nypae ZHKUCC 22-0225

Vaginatispora nypae MHZU 22-0130

Figure 217 Phylogram generated from maximum likelihood Igsa based on combined ITS and
LSU sequence data of 22 taxa, which comprised 1422 characters (ITS =574, LSU = 848). The best
scoring RAXML tree with a final likelihood value e273.259975 is presented. The matrix had
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330 distinct alignment patterns, tvi16% of undetermined characters or gaps. Estimated base
frequencies were as follows: A = 0.238777, C = 0.245021, G = 0.287585, T = 0.228618;
substitution rates: AC = 1.943766, AG = 1.158736, AT = 1.167107, CG = 1.119023, CT =
7.849639, GT =1.0; gammasdi r i but i on shape parameter U = 0
for maximum likelihood (ML) equal to or greater than 50% and clade credibility values greater
than 0.90 (the rounding of values to 2 decimal proportions) from Bayesian inference analysis are
labeled at each node. Eype strains are ibold, while the new isolate is indicated in yellow bold.

The tree is rooted tdeichospora rubriostiolat§TR7) andT. trabicola(C134).

Vaginatispora nypaeJayasiri, E.B.G. Jones & K.D. Hyde, Mycosphere 10@4 (2019)
Fig. 22

Index Fungorum number: IF555558; Facesoffungi number: FoF05264

Saprobicon dried twigs ofan unidentified hostSexual morphPerithecia300' 340 x 250
3 6 On (e= 327 x 323m, n = 10), immersed to sefimmersed, solitary, scattered, globose to
subglobose, wide papillate, dark brown, coriaceous, ostidlagole central, slitlike. Peridium
40090 em wi de, Iiddaygred,sbéackishodbrk Wam cells of textura angularis
Hamathecium comprises 253 em wi de, anastomosing, sep
pseudoparaphyseésci 60 110 x 10i 15 em (x.= 90 x 12em, n = 20), 8spored, bitunicate,
fissitunicate, cylindrieclavate, with short pedicel, se@etimes sessile, apically rounded, with
minutely an ocular chambehscospore®3i 33 x 4i 7 em (x.= 28 x 6em, n = 20), overlappindi
2-seriate, hyaline, fusiform with narrow, acute endsefitate, constricted at the septum, guttulate,
with a distinctivey and thickened mucilaginous sheath, smam#iied. Asexual morph:
Undetermined.

Culture characteristic Colonies on PDA reaching 3 cm diameter after 4 weeks at 25 °C,
circular, slightly raised, wavy margin, initially white, turn in to pinkish greenrimoge and white
outer zone when old, plenty of whitish aerial mycelia around center, Reversegm@ere center
with white outer zone.

Material examined China, Guangdong Province, Guangzhou City, Baiyun Mountain, on
submerged decaying twigs, 16 Augus22, JZ Fu, WBHS 9(ZHKU 22-0130); living culture
ZHKUCC 220225.

GenBank numbers ZHKUCC 220225: ITS: OR997672, LSU: OR997715; ZHKUCC-22
0225: ITS: OR997673; LSU: OR997716.

Known distributioni Thailand (Jayasiri et al. 2019; Hyde et al. 2020b), Chima étudy)

Known hostg on fallen fruit pericarp oNypa fruticangJayasiri et al. 2019), on submerged
decaying twigs (Hyde et al. 2020b, this study).

Notes i In the phylogenetic analysis, our strain clustered with the type strain of
Vaginatispora nypa(MFLUCC 18 1543) forming a distinct clade with 100% ML and 1.00 BYPP
bootstrap support (Fig. 21). Morphologically, our collection is very similar to the type collection of
V. nypae by the characteristics of ascomata, asci and ascospores (Jayasiri 201%).
Vaginatispora nypa&as been reported from fallen fruit pericarpNyfa fruticangArecaceagand
decaying plant twigs (Jayasiri et al. 2019; Hyde et al. 2020b). Therefore, based on morphology and
phylogenetic evidences, we identify our collect{@KU 22-0130) asvaginatispora nypaeThis
is the first report of this species in China and here we describe it as a new geographical record.

Leptosphaeriacea®!.E. Barr
PlenodomusPreuss, Linnaea 24: 145 (1851)

Index Fungorum number: IF9445; Facesoffumgmber: FOF06403

Preuss (1851) establish&@lenodomudo accommodate the tyge. rabenhorstii however,
due to the material dP. rabenhorstiibeing lost,P. lingamwas replaced as the type species of
PlenodomugqTorres et al. 2005, Hyde et al. 20206he genus currently includes 102 species
(Index Fungorum 2024), and these spebi@ge oftenbeen reported as saprobic or pathogenic on
different plants. The taxa are widely distributed drade been recorded in both temperate and
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tropical countries (Zhaotel. 2021, Xu et al. 2022)n this study, we introduced a new species
Plenodomus shangrilaensed a new host recoflenodomus artemisidgased on morphological
evidence and phylogenetic analyg€sg. 23) The support for a single species ®lenodoms
artemisiae is quite weak and the hosts are divergetgmisia vs Erigeron annuus(both
Asteraceag therefore this is likely to be a species complex. Further collections from various hosts
are required to address these discrepancies.

Figure 2271 Vaginatispora nypadZHKU 22-0130, a new geographical record). a Appearance of
ascomata on woody substrate. b Vertical cgesgion of an ascoma:ecAsci. f Pseudoparaphyses.
gi | Ascospores. m Surface view of colony on PDA. n Reverse view of colony on RRK. [&rs:

b =150 um, f=10 um,ie, g | =30 pum.

Plenodomus artemisiaéd. Karunarathna, Phookamsak and K.D. Hyde, in Phookamsak et al.,
Fungal Diversity 95: 23. Fig. 24

Index Fungorum number: IF556118; Facesoffungi number: FOF05696

Saprobicon the dead stems @&rigeron annuus Sexual morphAscomatal47 233 pum x
119 212um (x.= 193 x 150 um, n = 10), solitary to gregarious, black, superficial, scattered, base
seated in the substrate, globose or subglobose angldlaise, unioculate, glabrous, papillate,
ostiolate.Ostiolescentral, with periphyses in the can@eridium20i 29 um wide .= 26 pm, n =
20), thickwalled of unequal thickness, composed of several layers with the cetksxtofa
angularisandtextura globulosainner layer hyaline to pale brown, outer layer blat&mathecium
comprises 182.6 um wide, filifom, hyaline, septate, cellular pseudoparaphyses embedded in a
gelatinous matrixAsci 561 82 x 8.6/ 12.6 um (x.= 69 x 10 um, n = 30), -8pored, bitunicate,
fissitunicate, arising from base, short pedicellate, rounded at the vaipiexa distinct ocular
chambe, cylindrical to cylindrieclavate. Ascospore81i42 x 3.8’ 5 um (x.= 35 x 4.5 um, n = 30),
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