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Abstract

This is the eighth of the series Mycospheotes wherein we provide descriptions and notes
on various fungal genera. In this compilation, we introdubkeophaeosphaeriopsis
(Phaesphaeriacegeas a new genus, and 25 new species. The new specieAcia@ictys
bambusae(Acrodictyaceag Acrogenospora guizhouens{gcrogenosporaceyeAureobasidium
xishuangbannaensigSaccotheciacege Conlarium guizhouense(Conlariaceag Dactylellina
dulongensis(Orbiliacea¢, Diaporthe araliaechinensis(Diaporthaceag Dibaeis jingdongensis
(Icmadophilacege DictyosporellayunnanensigAnnulatascaceggeDistoseptispora phragmiticola
(Distoseptisporacepe Fusarium camelliae (Nectriaceag Helminthosporium lignicolum
Helminthosporium  shangrilaense  (Massarinacege Kirschsteiniothelia puerensis
(Kirschsteiniotheliacege Melomastia septata (Pleurotremataceqe Montagnula aquilariae
(DidymosphaeriaceqeNeophaeosphaeriopsis triseptatispdfhaeospaeriaceag Neoroussoella
chiangmaiensigRoussoellacedeNigrograna heveaéNigrogranaceage Pestalotiopsis ficicrescens
(Sporocadacede Pleurothecium hainanenséPleurotheciaceae Rhodoveronaea hainanensis
(Sordariomycetidge Roussoella chinensi§Roussoellacege Torula calceiformis(Torulaceak
Trichoglossum ailaoensgGeoglossaceaeand Zeloasperisporium sparti{Zeloasperisporiacepe
We provide newsequencedata for 25 speciesand updated phylogenetic trees for 24 genera
(Acrodictys Acrogenospra, Aureobasidium Conlarium Dactylelling Diaporthe Dibaeis
Dictyosporella Distoseptispora Fusarium Helminthosporium Kirschsteiniothelia Melomastia
Montagnula NeophaeosphaeriopsidNeoroussoellaNigrograna Pestalotiopsis Pleurothecium
RhodaeronaeaRoussoellaTorula, TrichoglossumZeloasperisporium

Keywords i 26 new taxa Ascomycotai Molecular phylogenyi New genusi New specie§
Phylogeneti@ Taxonomy
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Introduction

This is a continuationfdhe series of Mycospheretes(Manawasinghe et al. 20P®&herein
we introduce 26 new taxa, including one new gevesphaeosphaeriopsid 25 new species. For
each taon, we provide a description, photographic plates and justify the new speciesotdabe
Since this is a mtitauthored paper with new taxa introduced from a wide range of fungi, it cannot
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be assumed that all authors agree with the new species irgtbeud the novelty is considered as
t he aut hoimwiing eheh@rntrg.i o n

Materials & Methods

The mateials and methods follow the previous Mycosphere notes sgtigte et al. 2021
Manawasinghe et al. 20RZEntriesfrom the Greater Mekong Sulg®n will be deposited in the
GMS databasdChaiwan et al. 2021and entrieswill be extracted, modified, and déd to
FungalpedigHyde et al. 2028 Index Fungorum numbgrMycobank numbersand Facesoffungi
numbers were registered as instructeéhotex Fungorum (2023)MycoBank (2023)and Jayasiri
et al. (2015).

Results

Taxonomic treatment

Genera are treated alphabetical order and foll@dthe classification in theutline of fungi
and fungudike organismgWijayawardene et al. 2022In generalthe guidelines in the following
papers are used to decide whether a species is ndsebmycetes(Chethana etal. 202);
DothideomycetegPem et al. 202land are based on multigene phylogeny and morphology.

AcrodictysM.B. Ellis, Mycol. Pap. 79: $1961)

Acrodictyswas established by M.B. Ellis and is typified Ay bambusicoldEllis 1961) and
belongs toAcrodictyaceagWijayawardene et al. 2022Acrodictysspecies are usually associated
with taxa that degrade wooXia et al. 201). They are found widwide, but particularly in
tropical areas. In previous studies, the circumscrippioAcrodictyswas providedy Ellis (1967).
However, Baker et a(20023 later provided a more precise description and circumscription of the
type speciesA. bambusicah as well as two other related tax®, atroapicula andA. elaeidicola
focusing on heir specific morphologidafeatures and other aspects of the genilsey also
introduced a new genudunewangiato accommodaté. globulosaA. lammaA. martini andA.
obligua Baker et al(20020 introducedRhexoacrodictysto accommodat@. erecta A. fimicola
A. fuligino®, and A. queenslandica Subsequently, Baker et al(2003 established
Pseudoacrodictyso accommodaté. appendiculataA. breviconutaA. corriculata, A. deightonij
A. dennisij A. eickerj and A. viridescens Gams et al(2009 established the genuBhatia to
accommodaté\. malabarica At the same time, Zhao et §2009 establishedRamoacrodictyso
accommodatd. malabarica the same sped@eHowever,Seifert et al(2011) followed Gams et al.
(2009 and accepteBhatiaas he valid genus.

Acrodictys sensu strictos mainly characterized by percurrently proliferating, cylindrical,
unbranched or infrequently branched, macronematous, montme&mnaonidiophores, and
muriform conidia(Zhao et al. 2011, Xia et al. 201Acrodiclys was accommodated in thamily
Acrodictyaceae J.W. Xia and X.G. Zhang, based on morphological and phylogenetic apaby/ses
et al. 2017. To date, there are 34 spexia Acrodictyssensu strictpone undetermined species of
which 19 species and one determined species, haveolecular data(lndex Fungorum 2023,
Wang et al. 2022b, this study

Acrodictys bambusa¥. Tang, JayawardK.D. Hyde, J.C. Kangp. nov. Fig. 2

MycoBank numberMB900045 Facesoffungi number: FaB348

Etymologyi The epithetefers to the genus of tiest plantBambusa

Holotypel GZAAS 22-2036

Saprobicon decaying twigs of bamboo. Sexual morph: Undetermined. Asexual morph:
Colonieson supsiicial substratum, effuse, scattered, hairy and brown to Heslwn. Mycelium
partly superficial and partly imnmsed, composed of branched, septate, brown to dark brown and
with smooth hyphaeConidiophoresA8i 141 % 3i 6 um (x = 94 x 5 um, n = 3[) macronenatous,
mononematous, brown to dark brown simple, cylindrical, septate, erect, straight or slightly
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flexuous, and smoottvalled. Conidiogenous cellfioloblastic, monoblastic, integrated, terminal,
cylindrical and truncateosnetimes swollen at the middlerown, smoothConidia21i 30 x 12 19
pum (= 25 x 15 um, n = 30at the broadest part, solitary, dry, acrogenous, muriform, subglobose,
obovoid to pyriform, truncated at base, rounded at apex, pale brown to brown sontetimes
subhyaline at the basal cell, brown to greyish brown at other patis3i4- transverse septa and
Or 3- longitudinal septa, slightly constricted at the septa, with conspicuous pores in the septa and
smooth.

Culture characteristicé Colonies incubateta25 °C, circular, cottony, flat, slightly yellow
with a lobate margin.nl the middle, a solid colony formed by dense hyphae, rounded, gradually
outward forming a feathdike sparse colony, and then a ring formed by dense hyphae, finally
spreading out tdorm a sparse feathdike colony. The reverse side is a brown in theteethat
gradually extends outwards while the color changes to pale yellow with creamy white, lobate
margin.

100/95/1 | Acrodictys pigmentosum SAUCC 1592
75/77/0.95 | | Acrodictys pigmentosum SAUCC 1591
100 —__ [ Acrodictys ellisii SAUCC 1472
Acrodictys ellisii SAUCC 1471
Acrodictys bawanglingensis SAUCC 1343
Acrodictys bawanglingensis SAUCC 1342
100/100/1 | Acrodictys diaoluoshanensis SAUCC 1601
Acrodictys diaoluoshanensis SAUCC1602
Acrodictys bambusicola CGMCC 3.18641
Acrodictys effusa GZCC 19-0551
70H1 L Acrodictys bambusae GZCC 22-2036 N |
Dp/98/1, Acrodictys liputii CGMCC 3.18646
Acrodictys liputi CGMCC 3.18647
Acrodictys liputii MFLUCC 18-0323
1009811 1L Acrodictys chishuiensis GZCC19-0513
96/98/1____| *{ Acrodictys porosiseptata CGMCC 3.18650
Acrodictys porosiseptata CGMCC 3.18651
=, Acrodictys aquatica MFLUCC 18-0356
{- Acrodictys peruamazonensis CGMCC 3.18649
Acrodictys globulosa CGMCC 3.18644
Acrodictys malabarica CGMCC 3.18648
100/100/1 - Acrodictys elaeidicola CGMCC 3.18643
Acrodictys elaeidicola CGMCC 3.18642
93/77/0.98 |100782/0.98 ) Acrodict}./s sp. AHGB14_8B
97/91/0.97 o P Acrodictys pyriformis GZCC 20-0507
| Acrodictys pyriformis GZCC 20-0514
Acrodictys pyriformis GZCC 19-0552
100/1001 Acrodictys hainanensis CGMCC 3.18645
Acrodictys fluminicola KUMCC 15-0240

Fluminicola saprophytica MFLUCC 15-0976 N |

98/97/1

99/83/1

89/-/1

_

71/86/1

921721

-/-1

0.03

Figure 117 Phylogenetidree obtained from maximum likelihood analys¢sa combined ITS and

LSU sequence dataset representing the speci@sroflictys Thirty strains were included in the
combined analyses, which comprised 1282 charadqlei3'S: 11488, LSU: 4891282 after
alignment. Bootstrap support values for maximukelihood (ML), and maximum parsimony
bootstrap(MP) equal to or greatethan 60% and Bayesian Posterior Probabili{léB) equal to
greater than 0.95 are indicated at the nodes as ML/MP/PP. The tree is roéiedniioicola
saprophytica(MFLUCC 150976. The extype strains are in bold and the new isolates of this
study aren blue. Bar = 0.03 which represent the estimated number of nucleotide substitutions of
site per branch.
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Figure 2 7 Acrodictys bambusaéholotype GZAAS 222036. a Specimen. b, ¢ Cmhies on

substrate. if Conidiophores bearing conidia. g, h Conidiogenocells bearing conidia.
iTl, nip Conidia. g Germinated conidium. m Calesmon PDA (from fronf). r Colories on PDA

(fromreversg Scalebars:id = 50 em, ignip=h0 =0 em, i
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Material examined China, Guizhou Province, Sandu City, on deogyiwigs of bamboo
(Poaceag 9 April 2022, X. Tang, SD2folotype GZAAS 222036, extype living culture GZCC
22-2039.

GenBank numbers LSU: OP752220, ITS: OP747603

Notesi Acrodictys bambusaas similar to A. bambusicolaA. diaoluoshanensisand A.
effusa Acrodictys bambusadiffers fromA. bambusicoldy having short conidiophoré48i 141 x
3i6 um vs 280 x 58 3 mithout proliferations. Acrodictys bambusadliffers from A.
diaoluoshanensis®y having longer conidiophoréd8i 141 x 36 umvs34i65 x 1.85 . 6); them
conidiogenous cells d&. bambusaare sometimes swollen at the center; and larger ieofddi 30
x 12119 pumvs 18i22 x 101 3 )gamd contain more transverse and lamjinal septa(3i 4
transverse septas 3 transverse septai ® longitudinal septas 1i 2 longitudinal sepfa Acrodictys
bambusadiffers from A. effusaby having longer conidiphores(48i 141 x 36 umvs 60 130 x
3.517 § and larger conidig21i30 x 1219 um vs 18125 x 121 6 )ewith a very different
culture. PhylogeneticallyAcrodictys bambusa®rmed a welresolved subclad@ML = 89%, PP =
1.00, Fig. ]}, independently witm Acrodictys and has a close relationship withbambusicolgA.
diaoluoshaneris, and A. effusa Based on pairwise nucleotide comparisoAs,bambusads
different fromA. bambusicolan 14/429 bp(3.2% in ITS, different fromA. diaoluoshanensis
15558 bp(2.7% in ITS, 91/820(11%) in LSU, and different fronA. effusan 14/517bp (2.7%) in
ITS. Therefore, we introduck. bambusaas a new species based on morphology and phylogenetic
evidencgChethana et al. 2021

AcrogenosporaM.B. Ellis, Demataceous Hyphomycetékew): 114(1971)

Acrogenosporawas introduced byEllis (1971 with two speciesA. sphaerocephaland
A. carmichaelianaasexual morphsSubsequently, Gofl1999 reviewed the genus and added two
new speciesA. ovalia andA. subprolda. A better taxonomic understanding was provided by Bao
et al. (2020, who accefed nine species, including seven new species and two known species of
Acrogenosporawith descriptions and illustrations. In previous studies and combined with this
study, 21species including 15 freshwater species and six terrestrial species have degdedan
Acrogenospora(Hughes 1978Goh et al. 1998, Bao et al. 2Q2Acrogenosporaspecies are
characterized bymacronematous, mononematous, brown, sometipssurrently proliferating
conidiophores; monoblastic, terminal intercalary conidiogenouslts; and globose, ellipsoidr
obovoid, olivaceous to brown conidielughes 1978Goh et al. 1998, Bao et al. 202@ao et al.
(2020 found that the morphological characstigs of conidigincluding differences in their shape,
size, color, guttules anhsal celly and the degree of pigmentation of the conidiophores are very
important for the identification ohcrogenosporapecies.

Acrogenospora guizhouensik Ma, K.D. Hyde & Y.Z. Lu, sp. nov. Fig. 4

MycoBank number: MB00046; Facesoffungi numbétoF13256

Etymologyi Name refesto fiGuizhou Provincewhere the holotype was collected

Holotypei GZAAS 222022

Saprobic on submerged decaying wood. Sexual morph: Undetednisexual morph:
Colonieson the natural substratum effuse, dark black, glistgrhairy. Myceliumsuperficial and
partially immersed, composed of septate, brown to dark brdwemched, smooth hyphae.
Conidiophoresmacronematous, mononematowsngle, unbranched, erect, straight or slightly
flexuous, septate, smoott¥5 320em long, 7.5 14 em thick (x = 236x% 11em, n = 20, brown to
dark brown, paler towards the ape&onidiogenous cellanonoblastic, integrated, terminal,
cylindrical, smooth,pale brown, proliferating percurrentlYConidia solitary, acrogenous, dry
subsphericalsmoothwalled, 19 27.5% 19.5 28.5em (x = 23 x 23em, n =25), brown, aseptate.

Culture characteristids Conidia germinating on WA within 12 h; Colonies growing on PDA,
reaching 45 mm in 4 weeks atgeundulate, ahbownrtocdark ar ,
brown in PDA medium; Mycelium superficial and partially immersed, branched, septate, hyaline to
pale brown, smooth.
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B Acrogenospora aquatica MFLUCC 16-0949
-/1.00 [l Acrogenospora aquatica MFLUCC 20-0097
-/0.98 |L_ Acrogenospora guttulatispora MFLUCC 17-1674
-/0.99 |- Acrogenospora submersa MFLUCC 18-1324
91/0.96 | Acrogenospora yunnanensis MFLUCC 18-1611
88/- | Acrogenospora yunnanensis MFLUCC 20-0099
RIS Acrogenospora basalicellularispora MFLUCC 16-0992

A
{Acrogenospora carmichaeliana CBS 206.36

L Acrogenospora obovoidspora MFLUCC 18-1622
- Acrogenospora sphaerocephala JX 43
78/-

—L Acrogenospora thailandica MFLUCC 17-2396

LA

L Acrogenospora terricola PS3610
86/- Acrogenospora carmichaeliana CBS 164.76

- Acrogenospora carmichaeliana FMR 11021
86/-

2 Acrogenospora carmichaeliana CBS 179.73

0000 Acrogenospora verrucispora MFLUCC 18-1617

P & Acrogenospora verrucispora MFLUCC 20-0098
Acrogenospora sphaerocephala MFLU 18-1130

100/1.00 _|100/1:00
I~ | | Acrogenospora sphaerocephala MFLUCC 16-0179
Acrogenospora guizhouensis GZCC 22-2022 _
L Acrogenospora olivaceospora MFLUCC 20-0096

L Acrogenospora subprolata MFLUCC 18-1314

Dyfrolomyces rhizophorae JK 5349A | I
I: Dyfrolomyces sinensis MFLUCC 17-1344

0.03

Figure 31 Phylogenetic tree obtained from maximum likelihood analyses of a combined LSU,
SSU, e f hnd rpb2 sequence datrepresenting species @crogenospora Twentyfour strains

were included in the combined analyses, which comprised 3961 chard&érs 11 959, SSU:
96011966, e f :11967 2920, rpb2: 2921 3961) after alignment. Bootstrap support values Ntir

equal to ogreater than 75% and PP equal to greater than 0.95 are indicated at the nodes as ML/PP.
The tree is rooted tByfrolomyces rhizophora€lK 5349A andD. sinensisgMFLUCC 171344

were used as the outgroup taxa. Thdyge strains are in bad) and the nevisolates of this study

are in blue. Bar = 0.03 which represent the estimated number of nucleotide substitutions of site per

branch.

Material examinedi China, Guizhou Province, Qiannan Buyi and Miao Autonomous
Prefecture, Libo County, on daying wood fron terrestrial habitat, 17 January 2021, J. Ma,
XQK12 (holotype GZAAS 222022, extype living culture GZCC 22022.

GenBank numbeiis LSU: OP748933¢ f :10B750332rpb2: OP750333

Notesi The morphology ofAcrogenosporayuizhouensisorrespads well with he generic
concept ofAcrogenosporgBao et al. 202D In the phylogenetic tre@-ig. 3), A. guizhouensiss a
phylogenetically distinct species that is most closely related. tephaerocephaland forms a
sister clade t@\. sphaerocephalavith 100 ML/ 100 PP supporiMorphologically,A. guizhouensis
hasshorer conidiophore$145i 320 nvsu p t o ) thahA. sphamrocephaléBao et al. 202D
According to phylogenetic and morphologi@lidence we introduceA. guizhouensi|as a new
species irAcrogenospora
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Figure 4 i Acrogenospora guizhouensflolotype GZAAS 22022. a, b Cobnies on wood.
ci f Conidiophores and conidiai igConidiogenous cellsi m Conidia. n, o Colaeson PDA from
above and reverse. Scale bars: cid,f = 50ine ¥, 26, €im




AureobasidiumViala & G. Boyer, Rev. gén. Bot. 3: 37189))

Aureobasidiumntroduced by Viala& Boyer(189]) is typified byA. vitis New species have
recently been accepted based on morphology and-toclts phylogenetic analyses of LSU and
ITS data(Wanget al. 2022aWijayawardene et al. 2022This is a cosmopolitan genus catisig
of 59 epithetsand 47 legitimate species acceptedndex Fungorun{2023, many of which are
parasitic or saprobic, and are widely distributed in plants, fruits, human skin, soil, water and air
(Crous et al. 2011, Arfi et al. 2012, Arzanlou & Khod&®12, Thambugaleet al. 2014,
Nieuwenhuijzen et al. 2016, Jiang et2019b, Hongsanan et al. 202This genus is characterized
by acervular to sporodochial conidiomata, reniform to siski@gped aseptate, and straight conidia
(asexual morph while the sexual morph is unknowHongsanan et al. 2020In this study, we
introduceA. xishuangbannaensighich was isolated from bafBig. 6).

Aureobasidium xishuangban
98/1.00| Aureobasidium xishuangbai
65/0.9’91 Aureobasidium xishuangban
10071.00 || Aureobasidium leucospermi CPC 15081
| Aureobasidium leucospermi CBS 130593
" Aureobasidium pini CFCC 52778
Aureobasidium namibiae CBS 147.97
-/0.97 Aureobasidium subglaciale EXF 2481
‘ .| Aureobasidium aerium CFCC 56931
90/1.00 ||, ‘Aureobasidium aerium CFCC 50324
| } Aureobasidium subglaciale EXF 3640
Ll ‘ Aureobasidium melanogenum CBS 621 80
97/0.99- Aureobasidium acericola KACC 49605
79/0.99| | Aureobasidium proteae CBS 111973
. Aureobasidium proteae CBS 114273
i Aureobasidium proteae CPC 13701
98/0.99 91100 A reobasidium pullulans CBS 584.75
Aureobasidium pullulans CBS 146.30
Aureobasidium lini CBS 125.21
88/1.00 Aureobasidium microstictum CBS 342.66
91/1.00 Aureobasidium caulivorum CBS 242.64
Aureobasidium iranianum CCTU 268
Aureobasidium iranianum |IBRC-M-30102

-/0.93 ‘

100/1.00

92/0.99

65/0.98

69/0.99

67/0.98 | 76/1.00

| Aureobasidium microstictum CBS 114.64
90/1.00 Aureobasidium thailandense NRRL 58539
Aureobasidium bupleuri CBS 131304
Aureobasidium castaneae BJFC C007
100/1.00 |Aureobasidium mangrovei IBRC-M-30265
Aureobasidium mangrovei IBRC-M-30266
100/1.00 | Aureobasidium microtermitis NFCCI 4901
90/0.92 | Aureobasidium microtermitis NFCCI 4935
77/‘0‘90‘ Aureobasidium tremulum MCC 1683
Aureobasidium castaneae CFCC 54591

Pseudosydowia eucalypti CPC 14028 — OUTGROUP

99/1.00

0.02

Figure 57 Phylogenetic tregeneratedrom maximum likelihoodanalysesased on a combined
LSU and ITSsequencealatasetrepresenting the species AfireobasidiumThirty-four strainsare
included in the combined analyses, 1léharacters with gapd.SU: 11 600, ITS: 6011167).
Bootstrap supportalues for ML equal to or greater than 60% and PP equal to greatdr. 8iGeame
indicated at the nodes BH_/PP. The extype strains are in bold, and the new isolates of this study
are in blue.Pseudosydowia eucalypfCPC 14028 was used as the outgroup taxd@ar = 0.02
which represent thestimaéd number of nucleotide sstitutionsof site per branch

Aureobasidium xishuangbannaensisu, Karun, & Tibprommasp. nov. Fig. 6
MycoBank number: MB46321 Facesoffungi number: FaE2768
Etymology i Named after the location Xishuangbanna, where the fungus was first
discovered
Holotypei HKAS122836
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Figure 6 T Aureobasidium xishuangbannaengex-type living culture KUMCC 210703.
a, b Colony characteristics on Pfabove and beloyv c Mycelium on PDA (60 days old cultune
dii Conidiogenous cells and conidia.Gonidia k Secondary conidia produced from primary

conidia. Scale barsil = 10k=e¢ @0 @ m.




Associated onMyotis laniger (ba)) wing surface. Sexual morph: Undetermined. Asexual
morph on PDA:Coloniescircular, spreading, flat, dark brown to black, with irregutzsargins
Myceliumimmersed, compact, without aerial myceliudyphae3il2e m wi d e, stmoot h,
thick-walled, arborescence, septate, branched, hyaline to yblown or brown, gradually
darkens from the end to the base, constricted at Seéptadioghoresindistinguishable from basal
hyphae.Conidiogenous cell&i 17 x 5i 8 € m undifferentiated, holoblastic, hyaline to brown,
intercalary or terminal, sometimes with papillate gesing from conidiophores or directly from
vegetative hyphaeConidia (4.21)4.3'10.6 (111.6 x (2.21)2.3710.37110.5 em (x = 736 x 5.4
em, n ), hyaling@ ®@r brown, ellipsoidal, straight, rarely slightly curved, with rounded to
subtruncate base and a flat basal hilum,-tiatied, with two or more guttule§econdary conid
produced by terminal or stterminal, mone or bipolar budding of primary conididBudding
occurs frequentlyChlamydosporesot observed

Culture characteristics Colonies on PDA attaining after 40 days at room temperature
(202 5 ). Sporulation oaarred on PDA after 30 days of incubation. Yedst growth occurred
on PDA after 30 days.

Material examined China, Yunnan Province, Xishuangbanna Dai Autonomous Prefecture,
Mengla County, Menglun TowrLimestone Forest in Xishuangbanna Tropical Botdnizarden,
101.282404 E, 21.907599 N, dmyotis lanigerwing surface 15 July 2020, A.C. Hughes, 4D
(holotype HKAS122836, ekype living culture KUMCC 210703. China, Yunnan Province,
Xishuangbanna Dai Autonomous Prefecture, Mengla County, Menglun TBRkmolophus
malayanus 15 July 2020, A.C. Hughes, 4 (living culture KUMCC 2107032; ibid. Rhinolophus
malayanus15 July 2020, A.C. Hughes, -28(living culture, KUMCC 210701).

GenBank numbers KUMCC 21-0701= LSU: OP363256, ITSON4 2 6 8 KUMCC 21-
0702=LSU: OP363257, ITSON426836; KUMCC 2140703= LSU: OP363258, ITSON426835

A. pini CFCC 52778

A. xishuangbannaensis KUMCC 21-0701
A. xishuangbannaensis KUMCC 21-0703
A. xishuangbannaensis KUMCC 21-0702

A. subglaciale EXF-2481

A. namibiae CBS 147.97

0.001 A. leucospermi CPC 15081
(®dw=1.00) A. leucospermi CBS 130593

Figure 771 Split graphs showing the results of PHI tesfofeobasidium xishuangbannaenarsd

closely related taxa using LogDet transformation and splits decompos$itidi. t e st resul
0.05 indicate that there is significant recombination within the dataset. The new taxon is shown in
blue

Notes i Aureobasidium xishuangbannaensiss phylogenetically closely related to

A. leucospermiand A. pini (Fig. 5. The basepair differences ofA. xishuangbannaensiand
A. leucosperm(CBS 130593, typeare seen as 1.00% differences in L&UB9I8 bp, and 1.95%
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differences in 1TS(12/615 bp while the base pair differences of our new species Aangdini
(CFCC 52778, typeare seen as 0.51% differences in L$8/587 bp; and 0.62% differences in

ITS (3/486 bp. Morphologically,A. xishuangbannaensidiffers from A. leucospermby smaller
conidia(4.3110.6 x 2.31 0 . 3vs& Ik x 4 5(i 8) um) and smallerconidiogenous cell§5i 17 x

518 ¢ mvs15/30 x 411 um) (Crous et al. 2011 Aureobasidiunxishuangbannaensiiffers from

A. piniby the latter having smaller conidi4.3' 10.6 x 2.31 0 . 3vs&218.5 x 3.6 4.2 un) and

1- to 2-celled dark chlamydospordsSiang et al. 2019b Based orthe megablast searcim the
GenBank, the closest hits of the LSU and ITS sequences had the kighiksity to A. namibiae

(LSU GenBank, MB 2 2 6 ,2sinilafity =8 8 8/6& 0 0,%aps =0 / 8(8 & ITS GenBank,

MT3 2 5 71 9sinilarity =5 9 3 /(9 9 ®Gaps =3 / 5(0 %, andA. pullulans(LSU GenBank,

MH8 6 9 1,9sinilatity = 8 8 68 @®B0), Gaps =2/ 8@ 8y ITS GenBank, ##39462. 1
similarity =5 9 3 / (9 9 Gaps =3 /980 %). Morphologically,A. xishuangbannaensiffers

from A. namibiaeby the latter having largeonidia(4.3/10.6 x 2.31 0. 3vs@ 1 x3.57 § m
(Zal ar et al . 2008, Go st i nAuseobaseiunxishllangbafndengis, Wa
differs from A. pullulansby the latter having -telled elliptical smaller conidié4.3/ 10.6 x 2.3

10. 3vsg.ml6 x 3.537 um) and thickwalled chlamydosporefArnaud 1918, Wanget al

20223. The PHI analysis further confirms that xishuangbannaensisas nosignificant genetic
recombination with closely related speciés w > 0.05, Fig. 7. Thus, we introduceA.
xishuangbannaenss a new species.

Conlarium F. Liu & L. Cai, Mycologia 10465): 1180(2012

Conlarium was introduced by Liu et a[2012 and is ypified by C. duplumascosporum
which was discovered from submerged wood collected from freshwater in China. Species of
Conlariumhave been reported from both terrestrial and freshwater haftitatst al. 2012, Zhang
et al. 2017, Xie et al. 2019, Dub& Manikpuri 2021, Zhang et al. 20RJand can be endophytes
(Xie et al. 2019 Nine species have been accepted in this géflusng et al. 2021 In this study,
morphological characteristics and myggne phylogenetic analysis of a combined LSU, ITS and
S sequence data reveal a new speciés. gliizhouensérom dead wood of an unidentified plant
collected in China.

Conlarium guizhouensd.Y. ZhangK.D. Hyde& Y.Z. Lu, sp. nov. Fig. 9

MycoBank number: MB00039; Facesoffungi number: FOF13252

Etymology 1 Refers to the locatiofiGuizhou Province, Chimawhere the fungus was
collected.

Holotypel GZAAS 22-2028

Saprobic on terrestrialdead wood ofundeterminedhost. Sexual morph: Undetermined.
Asexual morph Hyphomycetous.Colonieson natural substrate sufieial, effuse, gregarious,
sporodochial, punctiform, browrMyceliumis composed of partly immersed, partly superficial,
septate, brown, branched hyph&anidiophoresreduced to conidiogenous cellSonidiogenous
cellsup to 5.5 & m wtegraed, hyalme oylndriaat browGgnidia3a 50(i 67) x
201 33(i144.5 em (= 38 x 29em, n = 20, acrogenous, solitary, ellipsoidal or cylinddlavate, or
irregular in shape, muriform, fuscous,18-transversely septatej Blongitudinal septa, sligly
constricted at septa, median brown, smoothwatied.

Culture characteristicé Conidia germinating on PDA within 15 h and hyaline germ tube
produced from conidia. Colonies growing on PDA at°5reach 18 mm in two week$lat,
velvety, circular margin with a smooth surface, hoar from above; claybank spread irregularly in the
center, brown at the edge from reverse, and producing a ring of brown pigment around the colony
in the culture.

Material examined China, Guizhou Province, Tongren City,rilitou County, 27°52'4N
108°47'3®E, on dead wood in the land, 21 May 2022, J.Y. ZhanghBlbtypeGZAAS 222028
ex-type living cultureGZCC 222028.

GenBank numbers LSU: OP79869, ITSOP749882
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Notesi Conlarium guizhouenséts well with the gened concept ofConlarium and is
morphologically similar taC. aquaticumin havingmonoblastic, integrated conidiogenous cells and
muriform, ellipsoidal or irregular conidi@&Zhang et al. 2017 However,Conlarium guizhouense
can be distinguished fro@. aquaicum by its fuscous anégmaller conidig32i50 x 2643 3 ¥sm
4570 x 205 7 )elmaddition, we compared the nucleotides of ITS and LSU region between
C. guizhouensandC. aquaticum there are 31 bf%) and 5 bp(0.5%) differences, which strongly
suppats our species to be new following the guidelines of Pem €R@21). Phylogenetically,

C. guizhouensdormed a distinct cladbasal tothe clade includingC. aquaticum C. baiseensg
C. dupliciascosporum, Gnuriforme, Cnanningense, GhailandenseandC. sichuanenséFig. ).

97/1.00| Conlarium dupliciascosporum CGMCC 3.14939
100/1.00 | Conlarium dupliciascosporum CGMCC 3.14938

69/0.99 Conlarium dupliciascosporum CGMCC 3.14940

100/1.00 Conlarium nanningense HMAS 247075
Conlarium nanningense HMAS 247985
100/1.00
Conlarium baiseense HMAS 247986

Conlarium baiseense HMAS 247298

Conlarium muriforme GZCC 20-0442

99/1.00 |
| Conlarium thailandense MFLUCC 17-2349
89/1.00 —| Conlarium aquaticum MFLUCC 18-0338
91/1.00 — Conlarium aquaticum MFLUCC 18-1417

= Conlarium aquaticum MFLUCC 15-0992

//
80/1.00 Conlarium sichuanense UESTCC 21-0015

Conlarium sichuanense CGMCC 3.20406

100/1.00
— Conlarium guizhouense GZCC 22-2028 _
\\‘l Conlarium sacchari HMAS 247300
Conlarium sacchari HMAS 247301

-/0.95

99/1.00 —|

100/1.00

93/1.00 Conlarium sacchar HMAS 247299

7] 97/1.00—— Conlarium indicum NFCCI 4841
Conlarium subglobosum MFLU 17-1728

100/1.00 | Atractospora aquatica S 1297

Atractospora aquatica MFLU 18-2322

0.02

Figure 81 Phylogenetic tree obtained from maximum likelihood analyses of a combined LSU, ITS
and SSU sequence dataset representing the speci€ontdrium Twentytwo strains were
included in the combined analyses, whacmprised 2311 charactditsSU: 11 816, ITS: 8171325,

SSU: 13262311 after alignment. Bootstrap support values for ML equal to or greater than 75%
and PP equal to or greater than 0.95 are given above the nodes as ML/PP. The tree is rooted with
Atractospoa aquatica(MFLU 18-2322 andA. aquatica(S 1297. The extype strains are in bold

and the new isolates of this study are in blue. Bar = 0.02 estimates the number of nucleotide
substitutionsof site per branch
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Figure 91 Conlarium guizhouens@olotype GZAAS 222028. a Host. b Colonies on dead wood.
cin Conidiogenous cells and conidia. o Germinating conidiurg. @olony on PDA from above
and below. Scale bars: ¢ = 80mdio =20 m

DactylellinaM. Morelet, Bull. Soc. Sci. nat. Arch. Toulon et danl178: 6(1969

Dactylellinais an asexual nematodi@ppinggenus in Orbiliomycetes with high nematede
catching ability(Ji et al. 202Pand is typified byDactylellina leptospord= Dactylella leptospora
Morelet (1968 provided the original generic ajnosis as elongate, fusoid conidia, with
microconidia rarely formed. Subsequently, according to phylogenetic analysis, Scholler et al.

677



(1999 revised the characteristics of this genus to catch nematodes with stalked adhesive knobs or
nonconstricting ring. Further, with molecular research, the attributedadftylellinawere revised

again to capture nematodes by means of adhesive knobs, adhesive branchescandtricimg

rings (Li et al. 2005, ¥anget al. 2007. There are 3®actylellinaspecies repted (Yu et al.2014,

Index Fungorum 2023 During the survey of carnivorous fungi in Yunnan Province, China, a strain
capturing nematodes by adhesive knobs was discovered from the soil sample collected in a burned
forest. Phylogenetic analysis based ondbmbined ITSge f ,latbrpb2 dataset indicates that the
isolate is distinct from existing speciesDactylellina

76/- | Dactylellina candida YMF 1.00036
72/- Dactylellina haptotyla SQ95-2
100/1.00 Dactylellina haptotyla XJ03-96-1

| Dactylellina yunnanensis CBS 615.95

Dactylellina miltoniae CBS:148270

Dactylellina huisuniana CCRC 33444

AN 100/0.98 | Dactylellina formosana CCRC 32740

Dactylellina leptospora SHY6-1

Dactylellina appendiculata CBS 206.64

Dactylellina lysipaga YMF 1.00535

— ‘Dactylellina sichuanensis YMF 1.00023

89/- Dactylellina entomopaga CBS 642.80

99/1 .Oﬂz Dactylellina phymatopaga CBS 325.72

Dactylellina mammillata CBS 229.54

100/1.00—— Dactylellina cangshanensis CGMCC 3.19714
[ Dactylellina ellipsospora 286

Dactylellina hertziana CBS 395.93

Dactylellina drechsleri CBS 549.63
Dactylellina ellipsospora YNWS 02-8-1

95/0.96

100/1.00

W / 475/_|: Dactylellina yushanensis CGMCC 3.19713
71/- Dactylellina dulongensis CGMCC 3.
Dactylellina copepodii CBS 487.90
M Dactylellina parvicollis XSBN22-1
100/0.98 — Dactylellina CBS 585.91
L Dactylellina gephyropaga CBS 178.37
92/0.94

100/1.00—— Dactylellina cionopaga SQ27-3

L Dactylellina cionopaga XJ03-9-3
Dactylellina lobata CBS 329.94

71/ 98/0.95 ———— Dactylellina arcuata CBS 174.89
L Dactylellina robusta CBS 110125

Dactylellina quercus 6175

ﬁ1 Dactylellina tibetensis XZ04-92-1

70/- Dactylellina haptospora CBS 100520

— 100/1.00 —— Dactylellina multiseptatum YMF 1.00127
—— Dactylellina asthenopaga CBS 917.85

72/- Dactylellina varietas YMF 1.118

100/1.00 | Vermispora fusal X

L Vermis,

OUTGROUP

0.05

Figure 107 Phylogenetic tree obtained from maximum likelihood analyses based on a combined
ITS, rpb2, ande f $eduence from aDactykllina species with valid sequence data. Thatght

strains were included in the combined analyses, which compt&édcharacterqITS: 1/ 585,

rpb2: 586 1370,e f :11871 1974 after alignment. Bootstrap support values for ML equal to or
greater than A and PP equal to greater than 0.90 are indicated at the nodes as ML/PP. The tree is
rooted toVermispora fusariunfYXJ02-13-5) andV. leguminacedCGMCC6.029). The extype

strains are in bold and the new isolates of this study are in blue. Bar = 0€% nepresent the
estimated number of nucleotide substitutions of site per branch.
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Dactylellina dulongensig-. Zhang, X.Y. Yang, SBoonmee & K.D. Hydesp. nov. Fig. 11

MycoBank number: MB46351; Facesoffungi number: FOF12885

Etymologyi The species nanfelulongensi® refers to the name of the sample collection site:
Dulong, GongsharNujiang Yunnan Province, China.

Holotypei CGMCC3.20945

Saprobicon soil. Sexual morph: Undetermined. Asexual morph: Hyphomyce@nlenies
on potato dextrose agé@P?DA) white, cottony, growing slowly, reaching 50 mm diam. after 15 days
at 26 °C. Mycelium partly superficial, partly immersed, septate, branched, and smooth.
Conidiophores120i 225 x 2i 4.5 um (x = 168.4 x 3.3 um, n = 50 erect, septate, unbranched,
hyaline, usually producing two short denticles near the apex, bearinhgohidia at apexConidia
31i48 x 5i14 ym (x = 42 x9.4em, n = 50, clavate to fusiform, widest at the median cell,
gradualy tapering to both endsj 4-septate mostly4-septate smoothwalled ChlamydosporeSi
12 x5112um (x=17.4 x 14.%m, n = 50, globose to subglobose, ellipsoidal, growing in chains,
hyaline. Capturing nematodes with adhesive knebgh can be formedgpontaneously by hyphae
specialization or directly produced spontaneously by conidia germir(abaidial trap¥.

Material examined Ching Yunnan Province,Nujiang Gongshan, Dulongfrom the soll
collected in burned fores?23 April 2020, F. Zhang BF104-1 (holotype CGMCC 3.20945 extype
living cultureDLUCC31).

Figure 117 Dactylellina dulongensigholotype CGMCC 3.20945. a Colony on corn meal agar
(CMA). b, cConidia d Conidialtraps e Chlamydospore chain§ Trapping structures of adhesive
knobs g Conidiophores. Scale ba®s=1cm, cig=20 & m.
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GenBank numberis ITS: OM956085 e f :108477093rpb2 OP477094

Notes T Phylogenetic analysis place®actylellina dulongensisas a new taxon in
Dactylellina, which is closest t®. yushanensisvith 72% ML support(Fig. 10. There are 11%
differences(57/516 bp in ITS, 13%(108/831 bpin e f &nd 6.7%(26/386 bp in rpb2 between
D. dulongensiaandD. yushanensisMorphologically,D. dulongensiss similar toD. ellipsospora
D. parvicollaandD. yusanensidn having clavate to fusiform conidia. Howevér, dulongensis
differs from D. yushanensigé having globose to ellipsoidal chlamydospofgeang et al. 2020
FurthermoreD. dulongensisan be easily distinguished frdin ellipsosporaandD. parvicolla by
its two conidia bearing conidiophores and globose to ellipsoidal chlamydospores, while
D. ellipsosporaand D. parvicolla produce simple conidiophores and lack chlamydospores. In
addition, the spontaneous formation of conidial traps, which regrnbeen reported in
D. ellipsosporaD. parvicollaandD. yushanensigCooke & Dickinson 1965, Tarjan 1961, Yu et
al. 2014, is common irD. dulongensis

Diaporthe Fuckel, Fungi rhenani exsic., suppl., fasc. 5: no. 132887

Diaportheis a large gema in Diaporthaceae with 1,168 epithets listed in Index Fungorum
(2023, but only ondfifth of these taxa have been studied with molecular (fate et al. 2020,
Yang et al. 2020, Zapata et al. 2020, Norphanphoun et al).ZD22 sexual morph ddiaportheis
characterized by immersed perithecial ascomata and an erumpent pseudostroma with more or less
elongated perithecial necks; unitunicate clavate to cylindrical asci; and fusoid, ellipsoid to
cylindrical, septate or aseptate, hyaline ascospores, biset@ieiseriately arranged in the ascus,
sometimes having appendadéklayanga et al. 2011, Senanayake et al. 2017,)20h& asexual
morph is characterized by ostiolate conidiomata, with cylindrical phialides producing three types of
hyaline, aseptateonidia (Udayanga et al. 2011, Gomes et al. 2013 t y jsomidid are Byaline,
fusiform, straight, guttulate or eguttulate, aseptate, and smwoath | e d ; -condia are | | £
hyaline, filiform, straight or hamate, aseptate, smeadied, and eguttulateyh i | e t-ype |
conidia are rarely produced, and are hyaline, multiguttulate, fusiform to subcylindrical with an
acute or rounded apex, while the base is sometimes truncate. Cuildesplgrthe has 13 species
complexes(Norphanphoun et al. 2022In this study we introduce a new speciBs araliae-
chinensigound on leaves dAralia chinensin China from theéD. arecaespecies complex.

Diaporthe araliaechinensisS.Y. Wang, Yong Wang bis & Y. Lgp. nov. Fig. 13

MycoBank number: MB45964; Facesoffungiumber: FoOF13364

Etymologyi In reference to the host plamralia chinensis from which this fungus was
collected.

Holotypei HGUP 412

Associatedvith leaves ofAralia chinensisAsexual morphConidiomatapycnidial, separated
or aggregated, immersed superficial, globose or subglobose, deep green to black, up to 1 mm
diam., 58 wall layers of olivegreentextura angularis Conidiophoresreduced to conidiogenous
cells. Conidiogenous cellglensely aggregated, smooth, cylindrical, subulate, mostly Istraig
phialidic, simple, cylindrical, hyalinel2i 20 x 1.5 2.5 um (x = 16.5 x 2 um; n = 20 slightly
tapering towards the apex, apex with inconspicuous periclinal thickefiplga conidiahyaline,
fusoid to ellipsoidal, asymmetrical, smoetlalled, aseptate, tapering towards both ends, mostly
straight,5.59.5 x 2i3 ym (2 = 7.5 x 2.4 ym; n = 30 Beta conidiaand gamma conidianot
observedSexual morphUndetermined.

Culture characteristids Coloniescovering 9 cm diam. Petri dish after 2 weeks at 25 °Caand
12 h light/dark regimeOn PDA, surface with thick aeriatycelium initially appearing white and
light yellow becoming chartreuse or olive from the centre with age; reverse white to pale yellow to
light olive. On OA, surface with white or pale white thin aensjcelium exuding dark green to
black conidial masss; reverse white or beige. On pine needles, irregular black conidial masses
surrounded by sparse white mycelium.
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Diaporthe acuta CGMCC 3.19600
Diaporthe xishuangbanica LC6744

Diaporthe pandanicola MFLUCC 17-0607

Diaporthe litchiicola BRIP 54900
841~ Diaporthe fraxini-angustifoliae BRIP 54781
i Diaporthe musigena CBS 129519

-1 Diaporthe perseae CBS 151.73

— Diaporthe arengae CBS 114979

Diaporthe pascoei BRIP 54847

Diaporthe anhuiensis CNUCC 201901

-1-10.94
Diaporthe taoicola MFLUCC 16-0117

Diaporthe sennae CFCC 51636

Diaporthe schimae CFCC 53103
Diaporthe viniferae JZB320071
Diaporthe camelliae-oleiferae HNZZ027

Diaporthe eugeniae CBS 444.82
Diaporthe oculi HHUF 30565
Diaporthe huangshanensis CNUCC 201903
Diaporthe millettiae GUCC9167
Diaporthe endocitricola ZHKUCC20-0012

‘— Diaporthe limonicola CPC 28200
—— Diaporthe pseudomangiferae CBS 101339
Diaporthe melitensis CPC 27873
Diaporthe taiwanensis NTUCC 18-105.1
Diaporthe nelumbonis R.Kirschner 4114
Diaporthe arecae CBS 161.64

Diaporthe phoenicicola CBS 161.64

Diaporthe pterocarpicola MFLUCC 10-0580

70/70/0.94

100/100/1

70/-/0.95 L— Diaporthe pseudophoenicicola CBS 462.69
Diaporthe cercidis CFCC 52565
Diaporthe pseudooculi HHUF 30617
94/88/1 o W8 Diaporthe hunanensis HNZZ023
Diaporthe fulvicolor PSCG 051
Diaporthe spinosa CGMCC 3.19602

Diaporthe pescicola MFLUCC 16-0105
Diaporthe krabiensis MFLUCC 17-2481

Diaporthe guangxiensis JZB320094

Diaporthe searlei CBS 146456

Diaporthe osmanthi GUCC9165
Diaporthe podocarpi-macrophylli CGMCC 3.18281
Diaporthe aseana MFLUCC 12-0299a
Diaporthe tectonigena MFLUCC 12-0767

76/-/0.90

100/100/1

100/100/1
Diaporthe araliae-chinensis GUCC 412.17

99/100/0.98| Diaporthe araliae-chinensis GUCC 412.71
S Diaporthe araliae-chinensis GUCC 412.7
Diaporthe lithocarpus CGMCC 3.15175

Diaporthe hongkongensis CBS 115448

94/73/1 Diaporthe salinicola MFLU 18-0553
100/100/1 | Diaporthe xunwuensis CFCC 53085
Diaporthe xunwuensis CFCC 53086 OUTGROUP

0.03

100/100/1

Figure 121 Phylogenetic tree obtained from maximum likelihood analyses of a combined ITS,

e f andb-tubulin sequence dataset to represent the phylogenetic relationships of Biapanthe
arecaespecies complex. 50 strains were included in the combined analyses, which comprised 1513

charactergITS: 1i 599, e f :16Q0i 983 b-tubulin: 984 1513). The tree was rooted withiaporthe

xunwuensigCFCC 53085%and CFCC 53086 Bootstrap support values for ML and MP equal to or
greater than 70% and PP equal to greater than 0.95 are indicated above the nodes as ML/MP/PP.

The newly generated sequencesiaticated in blue. The etype strains are in bold and the new
isolates of this study are in blue. Bar = 0.03 whiepresentshe estimated number of nucleotide

substitutions of site per branch.
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Material examined China, Guizhou Province, Londglounty,on leaves ofAralia chinensis
(Araliaceag, 15 June 2021, S.Y. Wartgolotype HGUP 412; ekype living culture GUCC 412)7
ibid. on leaves of. chinensis 15 June 2021, S.Y. Wan(iving culture, GUCC 412.17, GUCC
412.7).

GenBank numbers GUCC 412.71TS: OP581218¢ f :10B688523p-tubulin. OP688548;
GUCC 412.17: ITS: OP58122@ f :1QP688525,b-tubulin. OP688550; GUCC 412.71: ITS:
OP581219¢ f :10B688524b-tubulin: OP688549

Notesi Based on phylogenetic analysis, our new spe@eporthe araliaechinensis
groupeal within theD. arecaespecies complex with 85% ML, 77% MP, 0.98 PP supfiod. 12,
while also close toD. lithocarpius in this complex (Norphanphoun et al. 2022However,
conidiomata ofD. araliae-chinensis(1 mm diam) are larger than those @&f. lithocarpius(120
270 um diam., Gao et al. 208 4wvhile its conidiogenous cellsnd alpha conidia are longer than
those ofD. lithocarpius(D. araliae-chinensis12 20 x 1.52.5 um, 5.59.5 x 23 pumvs12 15.4 x
1.92.6 um, 5.78.1 x 2.13.2 ym, D. lithocarpius), andD. araliae-chinensisdid not form beta
conidia, whileD. lithocarpiusproduced 17.&28.1 x 0.921.81 um beta conidia, Gao et al. 2p14
Diaporthe araliaechinensishassome nucleotide differences frdin lithocarpius with seven base
pair differerces in ITS, 15 base pair differenceseirf ,1atl 11 base pair differencesfsubulin.
Hence, based on its morphological characteristics, phylogenetic analysis, nucleotide polymorphism
comparison and pairwise homoplasy ind@value = 1.0 test resultsD. araliae-chinensisis
described heras a new species and placed inBherecaespecies complex.

Figure 1371 Diaporthe araliaechinensis(ex-type living culture GUCC 412)7 a b Host: Aralia
chinensis ¢ Colony on PDA after 2 weeks at 25 (l€ft: above, right: rever$ed Colony on OA
after 2 wk at 25 °(left: above, right: rever3ee f Mass of conidia on OA and pine needle.
g Conidioma. h Conidiogenous cellsm Alpha conidia. Scale bars: e = 1000 pum, f = 5000 um,
gih =50 um,im = 10 pm.
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DibaeisClem., Gen. fungiMinneapolig: 78 (1909

Dibaeis was introduced to accommodate rasdored hymenia species Baeomycedy
Clementq1909. Since then, it was placed in Icmadophilaceae based on the phylogenetic evidence
of SSU rDNA data(Stenroos & DePriest 1998, Stenroos et al. 200#baeis baeomyceé=
Dibaeis roseais the type species, and 19 epithets are listed in Index Fund@20#8. Dibaeisis
mainly distributed in tropical regions, characterized by a lichenized and dimorphic thallus, scattered
or clustered apothecia withstipe, 8spored asci with an amyloid pore, andeptate or aseptate
ascosporesDibaeis jingdongensiss described here based on morphology and phylogenetic
evidence.

Dibaeis bacomyces K(M):253664
Dibaeis baecomyces O-L-200009
Dibaeis baeomyces AFTOL-ID 358
Dibaeis baeomyces O-L-201296
Dibaeis arcuata OTA 063978

*‘ Dibaeis jingdongensis HKAS 125549

92/-
92/0.98

87/0.98
99/0.99

10071 | pjpaeis jingdongensis HKAS 125547

70/0.94 <
Dibaeis jingdongensis HKAS 125548
92/0.97 — Dibaeis absoluta OTA 063977
99097 _1 |, | Dibaeis sorediata 118097
76/- — Dibaeis sorediata 118090

Dibaeis sorediata Hara Kojiro:0040
Dibaeis yurii SK B17 Russian Far East KoLRI:019806
Dibaeis yurii SK C69 South Korea KoLRI:023219
Siphula ceratites AFTOL-IC

78)- 87/-

Chirleja buckii NY1726379
Chirleja buckii NY1230

Knightiella queenslandica HO57
Siphula decumbens OTA 063984

100/1 [ Thamnolia vermicularis T31
T Thamnolia tundrae 217.1.1
90/- Baeomyces carneus O-L-174982
10071 _{: Baeomyces heteromorphus P128 OUTGROUP

Baeomyces lotiformis SDNU 20160915

97/0.99

100/1

0.2

Figure 147 Phylogenetic tree obtained from maximum likelihood analyses based @edl®nce

data of the genus in Icmadophilaceae. Twdivy strains were included in the analyses, which
comprised 577 characters after alignment. Bootstrap support values for ML greater than 70% and
Bayesian posterior probabilities greater than 0.90 mengiear nodes as ML/PP, respectively. The

tree was rooted witlBaeomycesarneus(O-L-174983, BaeomycesheteromorphugP128 and

B. lotiformis (SDNU 2016091 The extype strains are in bold and the new isolates of this study
are in blue. Bar = 0.2 with representshe estimated number of nucleotide substitutions of site per
branch.

Dibaeis jingdongensi€.J.Y. Li & K.D. Hyde,sp. nov. Fig. 15
MycoBank number: MB46931; Facesoffungi number: FoF12928
Etymologyi The specific epithet refers to the &ty iJingdong County from where the
holotype specimewas collected.
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Holotypei HKAS 125549

Thalluscrustose, green, unevenly lumpy, mostly wrinkled when fresh and dry, photobiont a
unicellular green alga, ellipsoid cells with one narrow rounded Eiid5 x 8i 14em (x= 13 x 11
mm, n = 20. Sexual morphApotheciacup-shaped when fresh and dry,115 mm wide x 0.i71.5
mm high(x = 1.3 x 1 mm, n = 20 scattered, superficiaDisc flat and circular, pink when fresh,
pink to whitish pink, wrinkled with gllow refraction particles on surface when dReceptacle
0.3'0.7 mm high, smooth and flat when fresh, wrinkled and rough when dry, concolorous to the
disc. Stipe0.21 0.3 mm wide x0.8'1 mm high(x = 0.2 x 0.9 mm, n = 20smooth, whitish pink,

covered \ith unicellular green algaExcipulum3555 ¢ m, t hin, compri sed

refraction particlesHypotheciuml6G2 6 0 & m, t hick, compr i textunag den
intricata, hyphae B5 ¢ m,-waltledh septate, branched and fgmatinous Hymenium140' 160

e m, hyal i ne, covering the same materials to t

blue in Melzeés reagentParaphyses3.514.7 em (x = 4.2em, n = 25 wide at tips, numerous,

filiform, hyaline, obtuse and swollen atettapex, branched, aseptate, rough, guttulate, exceeding
the asci in lengthAsci92i 127 x 9i 13em (x = 108 x 11em, n = 50, 8spored, icmadophiteype,

narrowly cylindric, apex rounded, slightly thicken with amyloid on the outmost part, tapering to
subtuncate baseAscospore$15.2)15.8 20.1(i1 22.2) x (5.6/1)5.8/ 7.3(1 7.5 em (x = 18 x 6.4em,
n=100,Q=223438¢m, Qm = 2.8 N 0.1 em, uniseriate,
tapering to narrowly rounded at one end, hyaline, thiaked, snooth, aseptate with a large
guttule.Pycnidianot found. Asexual morph: Undetermined.

Material examined China, Yunnan Province, Puer City, Jingdong County, altitude 2520m,
on moist rocks and soil near by a lake, 9 June 2022, C.J.Y. Li, {/@J3Yholotype HKAS
125549. Yunnan Province, Puer City, Jingdong County, 22 August 2022, on moist rocks near by a
lake, LCJIY-770 (paratype HKAS 125548ibid., 22 August 2022, on moist rocks near by a lake,
LCJY-758(paratype HKAS 12554

GenBank numbers HKAS 125549= ITS: OP745052; HKAS 125548 = ITS: OP745050;
HKAS 125547 = OP745051

Notesi The phylogenetic analysis of ITS data and typical morphological characteristics
indicates that our collections belong Bibaeis The ITS region ofD. jingdongensis(HKAS
125549 is similar to that ofD. baeomycegstrain GL-200009 (483/541 with 12 gapsand
D. absoluta (strain OTA 06397y (475/535 with 12 gaps Dibaeis jingdongensidormed an
independent clade sister @ absolutawith 70% ML bootstrap and 0.94 Bayesian @bttty
(Fig. 14.

Dibaeis jingdongensis mainly characterised by typically small, pink, eslpaped apothecia,
narrow stipes, wide hyphae of the hypothecium, and long, broad asci with large ellipsoidal
ascosporesDibaeis jingdongensisesembledD. absluta by having a similar habitat, pink cup
shaped apothecia when dry, loose paraphyses with swollen tips and icmatg@hiéesci. Our
species differs fronD. absolutaby having longer stipes, larger age?i 127 x 91 3 s@di 80 x
8 um) and larger ascosporéss.820.1 x5.87 . 3 vs8iml x 23 . 5) (¥adav 2020.

DictyosporellaAbdelAziz, Fungal Diversity 75: 142015

Dictyosporellawas introduced as an aquatic hyphomycetous specieDwalquaticaas the
type speciesDictyosporellais characterized by dictyoseptate conidia which are helicoid when
young and become massafscells at maturityAriyawansa et al. 2035While the three asexual
speciesviz, D. ellipsoidea D. guizhouensiand D. hydeihave dictyoseptate conidia, they are not
helicoid when young(Song et al 2018, Yuan et al. 2020 Dictyosporella ellipsoideaand
D. guizhouensitave separating cells at the conidial base, while the other two spe@esiatica
andD. hydeilackthis stucture(Donget al 2027).

Junewangiaceae was recently revised by Dorad. €2021) andGoh et al. (2020 providing
an updated mulgene phylogenetic tree with four genefaictyosporella Jennwenomyces
Junewangiaand SporidesmiellaDictyosporellacomprises six epithets in Index Fungorg923
and its polyphyletic nature hagen shown in previous studigong et al. 20211
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Figure 157 Dibaeis jingdongensigholotype HKAS 12554P a Fresh ascomata on the natural
habitat. b, ¢ Dried ascomata orbstrate. ie Re hydr ated ascomata and
reagent.ifg Cells of photobiont. h Vertical section of ascoma. i Excipulum. j Paraphysesski

(Asci i n MeloperAGsospagest Scale bars: b,
em, e = 800 em, f = 70 em,ing == 6@R&m, 8i0em. 100




Dictyosporella thailandensis MFLUCC 15-0985
Dictyosporella chiangmaiensis MFLUCC 17-2345
Dictyosporella aquatica CBS H-22127

Dictyosporella guizhouensis MFLUCC 18-1232

99/1.001 Djctyosporella guizhouensis MFLU 18-1505
Jennwenomyces navicularis NCYU JW1

Jennwenomyces navicularis BCRC FU30872

_:Junewangia queenslandic HSAUP myr7722

99/1.00

97/1.00

100/1.00 i

| Dictyosporella yunnansis ZHKUCC 22-0294 _
Ll 100~ | Junewangia aquatica HFJAU0700
97/1.00 & Dictyosporella hydeil FRDCC 3075
80/-_| = Junewangia globulosa CBS 126093
94/1.00 Junewangia thailandica MFLU 15-2682

\\, Junewangia lamma HMAS 44438
Junewangia lamma HSAUP H4695
93/1.00| - Junewangia sphaerospora HSAUPmyr4733
Dictyosporella ellipsoidea MFLUCC 18-1042
85/1- [ Sporidesmiella hyalosperma KUMCC 15-0431
100/1.00 } Sporidesmiella hyalosperma MFLUCC 18-1312
1001190 } | sporidesmiella hyalosperma MFLUCC 18-1013
95/1.00 Sporidesmiella obovoidia MFLUCC 17-2372
100/0.96 | Sporidesmiella aquatica MFLU 18-1602t
] 100/1.00 M'j Sporidesmiella aquatica DLUCC 0777
Sporidesmiella aquatica DLUCC 1339
_[ Sporidesmiella novae-zelandiae S-1256
97/0.94 L Sporidesmiella novae-zelandiae S-951

100/1.00 Cateractispora recepticuli HKUCC 3710
M'j‘— Pseudoproboscispora thailandensis MFLUCC 15-0989 'OUTGROUP
Diluviicola aquatica MFLUCC 15-0986 '

0.04

100/1.00

Figure 161 Phylogenetic tree obtained from maximum likelihood analyses of a combined ITS,
LSU, SSU, ane f &eguence data, representing the species in JunewangRetsied sequences
were obtained from Dong et af2021). Twentynine strains were included in the combined
analyses, which comprised 3862 characttfS: 1i 574, LSU: 5751501, SSU: 1502952,e f :1 U
2953 3862 after alignment. Bootstrap support valuesNtr equal to or greater than 70% and PP
equal to or greater than 0.90 are given above the nodes as ML#®R#tactispora recepticuli
(HKUCC 3710, Pseudoproboscispora thailandens@®FLUCC 150989, and Diluviicola
aquatica(MFLUCC 150986 were used as theutgroup taxa. The etype strains are in bold and
the new isolates of this study are in blue. Bar = 0.04 wheghesentghe estimated number of
nucleotide substitutions of site per branch.

DictyosporellayunnanensisX.G. Tian & Tibprommasp. nov. Fig. 17

MycoBank number: MB46357; Facesoffungi number: FOF10600

Etymologyi The specific epithet refers to the locatfunnan Province, Chiawhere the
species was first collected.

Holotypei ZHKU 22-0165

Saprobicon submerged wood in freshwater. Sdxuarph: Undetermined. Asexual morph:
Hyphomycetous.Colonies on natural substrate sporodochial, punctiform, raised, gregarious or
scattered, blackMlyceliumpartly immersed, partly superficial on substance, consisting of hyaline,
thin-walled hyphaeConidophoresreduced to conidiogenous cel@onidiogenougells8i 15 x 2
4 me(x = 11.5 x 2.5em, n = 10, holoblastic, monoblastic, integrated, determinate, terminal,
subcylindrical, hyaline, smootlalled. Separatingcells5i 9 x 61 10em (= 7.5 x 7.5em, n = 10,
inflated, globose to subglobose or eslmped, hyaline, smooth and thwalled. Conidia 18/ 20 x
121 13em (=19 x 12.%m, n = 55, acrogenous, solitary, ellipsoidal or subglobose, dictyoseptate,
yellow-brown to brown, slightly constricted a##a, with a truncate base, thin and smaudiied.
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Figure 177 Dictyosporella yunnansiéholotype ZHKU 220165. a, b Colonies on a submerged
piece of wood (arrows indicate fungi on substratecii Conidiogenous cells with conidia.
jTim Conidia. o Geninated conidium. p Upper and reverse views of the culturePDA.
Scale barsiio= 20 & m.

Culture characteristics On PDA, colony regular, reaching 20 mm in 15 days at@5dark

grey from above, black from below, surface smooth, dry, with dense mycelium, unauthe
edge.
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Material examined China, Yuman Province, Xishuangbaa District, on a submerged piece
of wood in a stream, 17 September 2021, X.G. Tian, whabtype ZHKU 220165, extype
living culture ZHKUCC 220294).

GenBank numbeiis LSU: OL753700, ITS: OL60618@, f :10U606193

Notesi NCBI Blast results of the LSUeguence ofDictyosporella yunnanensiévb20)
showed similarities t®. guizhouensidMFLU 18-1505(98.06%9, D. thailandensisMFLUCC 15
0985 (97.82%), and Junewangia globulos&€BS 126093(97.59, while Blast results of the ITS
sequence showed similarities tdennwenomyces navicularilNCYU-H1-1-1 (88.83%,

J. sphaerospora(89.39%), J. globulosa CBS 126093(85.29% and Blast results of the f 1 U
sequence showed similarities $poridesmiella lignicolalAUCC 3436(92.09%), Sporidesmiella
aquatica MFLU18-1602 (91.93%), Cancellidium cinereumMFLUCC 180424 (91.28% and

D. thailandensisMFLUCC 150985 (91.09%. In the phylogenetic analyses ofngsbined ITS,
LSU, SSU, ande f kdduence data, our collectigwb20) clusters withJunewangia(Fig. 16).
However, our strairfwb20) morphologicallybelongs inDictyosporelladue to the sporodochial,
punctiform colonies, dictyoseptate conidia with separatig cell and the absence of
macronematous conidiophoréSonget al 2018, Yuanet al 2020Q. However, Junewangiais
different fromDictyosporellaby having effuse, hairy colonies, macronematous, tmmdiophores
with percurrent proliferations, and oval subsphericatonidia (Baker et al 20023. Since the
morphology of our collection is in agreement with the gdbigtyosporellaand the phylogenetic
placement oflunewangiaand Dictyosporellaunclear, we identify our collection as a new species
in Dictyosporellg namelyD. yunnanensis

Distoseptispor&.D. Hyde, McKenzie & Maharachch., Fungal Diversity 80: 42@16
Distoseptisporavasestablished by Su et 2016 based on evidence from morphology and
phylogeny. The asexual morph of this genus igadtarized by darker conidia with slightly paler,
but not hyaline rounded apices, basal cells truncase, and relatively short conidiopho(8s! et
al. 2016. The sexual morph which resembl8poridesmium thailandensgas first found on
decaying wood damerged in a freshwater stream by Yaetgal. (202]). In this study, a new
speciesD. phragmiticola is introduced based on evidence of morphology and phylogenetic
placementFigs 18, 19.

Distoseptispora phragmiticol®ian Zhang, Yong Wang bis & K.D. Hydep. nov. Fig. 19

MycoBank number: MB46989; Facesoffungi number: FOF13260

Etymologyi Named after the host genBhragmites.

Holotypei HGUP 220100

Saprobicon Phragmites australisSexual morph: Undetermined. Asexual morph: Colonies
on Phragmites ausdlis effuse, hairy, dark brown, scattered or in small groups, glistening.
Myceliumpartly immersed, partly superficial, composed of septate, savealithd, pale brown to
hyaline hyphaeConidiophoresnacronematous, mononematous, erect, straight or slidgxiuous,
cylindrical, truncate at the apex, smoaethlled, septate, unbranched, dark brown,13® x 58
pum (2 = 100.8 x 6.2 um, n = 30 Conidiogenouscells monoblastic, integrated, terminal,
determinate, cylindrical, pale brown, rounded and pale brown at the apex, sometimes elongating
percurrently.Conidia acrogenous, obclavate, rostrate, pale brown, greyisWwrbor mid brown,
paler towards the ape#i 25-septate34i 155x 10.517.5um (= 83.5 x 14.5 um, n = 30smooth
walled, truncate at the base.

Culture characteristics Conidia germinating on PDA within 24 h and germ tubes produced
from both ends. Cohies growing on PDA slow growing, reaching 18 mm in two weeks &#5
°C, circular, with dense, gray mycelium in the middle, darker of the inner ring, with sparser, white
mycelium of the outer ring on the surface, in reverse dark brown to black withhsmaagin.

Material examined China, Guizhou Province, Libo County, 23 7 NjR 0&4 NjO nj E,
Phragmites australigPoaceag 12 March 2022, Q. Zhan@olotype HGUP 220100, eype living
culture GUCC 220201 = GUCC 220202
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KUMCC 19-0081

Distoseptispora mengsongensis HIAUP C2126
Distoseptisp i is GZCC 22-0077
95/ Distoseptispora fluminicola MFLUCC 15-0417
100/0.98—__ 95/1 Di: ish is KUMCC 17-0290

Dlsloseptlspora clemandls MFLUCC 17-2145

is HJAUP C2003

Dlstosepllsporu dlpterocarpl MFLUCC 22-0104
Distoseptispora curvularia KUMCC 21-10725
Dlstosept:spora chinensis GZCC21-0665

MFLUCC 12-0292

PHSP

acr

ispora KUMCC 21-10726

hy idia KUMCC 21-10724

D:stosepuspora submersa MFLUCC 16-0946
Distoseptispora tectonae MFLUCC 12-0291
Distoseptispora sinensis HJAUP C2044
D:stosept:spora aqua!:ca MFLUCC 15-0374

giISp

Dlstoseptrspora adscendens HKUCC 10820

a HFJAU 0705

is GZCC21-0666

ot itmot

GZCC 22-0078
is MFLUCC 16-0857

fica MFLUCC 16-0270

P MFLUCC 15-0609

pUsSpora g

btropica GZCC 22-0075

Di: ptispora martinii CGMCC 318651
la MFLUCC 18-0198
i MFLUCC 17-2129

is MFLUCC 18-0262

is MFLUCC 16-0970

rayong

pora HKAS 115796

pora obclavata MFLUCC 18-0329
is MFLUCC 18-0415
is JAUCC 4723

77095

MFLUCC 16-0183
is MFLUCC 18-1234

100/1

pora g

is KUMCC 18-0090

h, I KUMCC 18-0182
100/1 Dlstoseptispora hydei MFLUCC 20-0115
99/0.94 Distoseptispora rostrata MFLUCC 16-0969
Di icola GZCC 21-0667

<t | 100/~ Drstosepuspora obpyriformis MFLUCC 17-01694
100/1, Distoseptispora phragmiticola GUCC 220202
9608 M pjstoseptispora phragmiticola GUCC
10011 1| pistoseptispora effusa GZCC 19-0532
Di ptispora nonr KUNCC 21-10730
Di ptisp tropica GZCC 22-0076
Di ptispora meilingensis JAUCC 4727
88/1 Dlstosepuspora verrucosa GZCC 20-0434
Distoseptispora aq la KUNCC 21-10729
Distoseptisp KUNCC 21-10731
Di ptispora lancangjiangensis DLUCC 1864
i is JAUCC 4725

plispora yong
i is MFLUCC 17-0224
Dlstoseptlspora bambusae MFLUCC 20-0091
P a eusp MFUCC 20-0154
i MFLUCC 17-2128
Di: ptispora y i MFLUCC 20-0153
Di: i a licualae MFLUCC 14-1163A

100/1 Distoseptispora atrowndls GZCC 20-0511
991190”;’_[ D:stosept:spora leonensis HKUCC 10822

a fusiformis HKAS 112617
100/1 1 Di
99/1 98/1 .r“
D

caricis CPC 36498
2x 100/1 Di

MFLUCC 18-0259
l Di: r'

ptispora neorostrata MFLUCC 18-0376
100/
1

100/1

PpUSpora ny

100/1

ispora palmarum MFLUCC 18-1446

ispora saprophyt:ca MFLUCC 18-1238

OUTGROUP

0.05

Figure 181 Phylogenetic tree obtained from maximum likelihood analyses of a combined LSU,
ITS, ef laddrpb2 sequence dataset representing the speciBsstifseptisporaSixty-nine strains

were included in the combined analyses, which comprised 3,393 chara&eérs 1i 854, ITS:

855 1473,e f 11474 2362,rpb2: 2363 3393 after alignment. Bootstragupport values for ML

equal to or greater than 70% and PP equal to greater than 0.95 are indicated at the nodes as
ML/MP/PP. The tree is rooted t&poridesmium pyriformatun{iMFLUCC 150620 and
Sporidesmium thailandeng®FLUCC 150964). The extype strais are in bold and the new
isolates of this study are in blue. Bar = 0.05 which represent the estimated number of nucleotide
substitutions of site per branch.

GenBank numbers GUCC 220201 = LSU: OP749880, ITS: OP749887, :10P749891,
rpb2 OP752699; GUCC 220202 = LSU: OP749881, ITS: OP749888;1QP749892 pb2
OP752700

Notesi Distoseptispora phragmiticolés nested within the clade containify rostrata,
D. hydej D. obpyriformis D. bambusicola(unpublishedl and D. effusaand is phylogenetically
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related toD. effusa(Fig. 18. Morphologically,D. phragmiticolais similar toD. effusa(Yang et al.

2021 with percurrently elongate conidiophores and obclavate, distoseptate conidia, but differs by
the shape of the ag of conidiophoreftruncatevsrounded, having a larger number of sefjt 25

vs 4i9) and larger conidig34i 155 x 10.517.5 pmvs 35.5113 x 712.5 pum. Morphological
differences and phylogenetic distinctifsom other related species showed thaphragmiticolais

a new species.

Figure 197 Distoseptispora phragmiticolgholotype HGUP 2201004 ¢ Colonies orPhragmites
australis di g Conidiophores.itk Conidia. | Germinated conidium. m, n Colony on PDA, M from
above, N from below. Scale bar§ld 50 pm.

Fusarium Link, Mag. Gesell. naturf. Freunde, Berli(l3): 10(1809

Fusarium(Hypocreales, Nectriacepeith a worldwide distribution, is widely recognized as
the most important group of mycotoxigenic plant pathogens. There are over 450ppbies
distributed among 23 monophyletic species compld@sser et al. 2021, Geiser et al. 2013,
O6Donnel | ). é&mongthem,F. D@hariBumspecies compleXFBSCO comprised three
speciesf. buharicum(Gerlach & Scharif 1970, Jaczewski 192B. convolutangSandovalDenis
et al. 2013 andF. sublunatun{Reinking 1934 O & D o n {2022 Irepresentha rhost detailed
assessment of evolutionary relationships and species diversity within the FBSC to date and | follow

690



this system. The present syudescribes a novel taxon based on morphological description and
phylogenetic analysis.

1 Fusarium abutilonis NRRL 13279
Fusarium abutilonis NRRL 66737

Fusarium sp. NRRL 66179

100/100/1 4{ ) *
100110011 Fusarium sp. NRRL 66182

Fusarium buharicum NRRL 13371
{coftea— Fusarium sp. NRRL 66739
Fusarium sublunatum NRRL 13384

L Fusarium convolutans CBS 144207

100/100/

100/100/1

85/-/-

100/100/1

100/100/1

—— 10011001 Fusarium guadeloupense NRRL 36125
[ Fusarium guadeloupense NRRL 66743

Gooo Fusarium camelliae GUCC 21010
Fusarium camelliae GUCC 21011 ]

L Fusarium torreyae NRRL 54151 . ‘

- Fusarium zanthoxyli NRRL 66285 'OUTGROUP

50.0

Figure 207 The most parsimonious trees obtained from a heuristic search of a compgbeohd

e f $eduence dataset representing the speciEsisarium Fourteerstrains were included in the
combined analyses, which comprised 2531 charadtets2: 1i 1844 e f :11845 2531) after
alignment. Bootstrap support values for ML and MP equal to or greater than 80% and PP equal to
greater than 0.90 are indicated at theasods MP/ML/PPE-usarium torreyadNRRL 541517 and

F. zanthoxyl(NRRL 662857 are used as the outgroup taxa. Theyge strains are in bold and the

new isolates of this study are in blue. Bar = 50 which represent the estimated number of nucleotide
subsitutions of site per branch. FBSE: buharicumspecies complex, FTOSE: torreyaespecies
complex.

Fusarium camelliaeY .K. He & Yong Wang bissp. nov. Figs 21, 22

MycoBank number: MB46322; Facesoffungi number: FoOF14241

Etymologyi &camelliad in reference to the host genGamelliafrom whichthe new species
was isolated

Holotypeil HGUP 10010

Sexual morph: Undetermined. Asexual morph: Colony margins regGlamidiophores
unbranched or sparingly branched, aerial phialides subulate to subcylingiiagjht, thin and
smooth walled Microcondia hyaline, ellipsoidal to falcate, smoetand thirwalled, 0 1 septate;
O-septate, 512 x 3 4 um or Lseptate, 1218 x 3 6 um. Macroconidiaformed on aerial mycelium,
falcate, curved dorsiventrally with almost parallel sides tapering slightly towards both ends, with a
blunt to papillate, curved apical cell and ardl to footlike basal cell, hyaline, smoctland thin
walled Sporodochialconidia mostly 7 9-septate, 5065 x 4 6 um (n = 56), sometimes &eptate
(55 60 x 34 um, n= 3) or 10septate(62 70 x 45 5 um, n= 2). Conidia absent or sparsely
produced in aéal mycelium on PDA in ambient lighAerial conidia45i 55 x 251 4 um, produced
from lateral solitary phialides on hyphae of aerial mycelium, or fascicles of hyphae
Chlamydosporesparse, single or in chains of up to 6, intercalary or terniyaline, dobose, 48

pm diam
Culture characteristics Colonies on PDA media with an average radial growth rate5ef 1
21lmmdat24 . The col ony was yellow with abundant

turned orange, odour absent
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Material examined China, Guangxi Proviree Guang Xi Medicinal Botanical Gardean a
leaf of Camellia (Theaceag November 2017, Q. Zhangolotype HGUP 10010, estype living
culture GUCC 21010

GenBank numbers GUCC21010:e f :10P757314rpb2 OP800100; GUCC2101% f :1 U
OP800102rpb2: OP820349

Notesi Fusarium camelliadorm a genealogically exclusive lineage within thébuharicum
species compk, but its precise phylogenetic relationship with seven other species within this
complex is unresolved by molecular phylogenetic analyses ofgan€ data sefFig. 20.
Morphologically, the two straing;. camelliae(GUCC 21010, GUCC 210}1have someisiilar
characteristics to other FBSC members, including slow growth rates, a relative sparseness of
microconidia and chlamydosporddowever, F. camelliaecan easily be distinguished from the
other species by havirghorter conidia, with more septgtable 1).

1%

%

&
2
Q
¢

Figure 211 Fusariumcamelliae(holotype HGUP 10010 asurface of colony on PDA after 21 d at
24 °C under continuous white light and reverse of colony on RRAC Mycelium on PDA.

d conidiophores and phialides on aerial mycelium.Cklamydospees. g Aerial conidia
(microconidig. hii Sporodochial conidigmacroconidig Scale barsbic =1 mm, d, e, h, £ 50
em, f,g=10 um
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Figure 221 Fusariumcamelliae(holotype HGUP 10010 a Conidiophores. b Chlamydospores.
¢ Macroconidia. d Microconidi&cale bars5 O m. ¢

Table 1 Comparison of conidia dfusariumspecies related to this study

Species Strain Macroconidia Reference
Size(e M Septate
F. abutilonis NRRL 13279 64i85x 19 mostly 5septate, Od6Donne@d2 e

F buharicum NRRL 66737 typically, 45 65 x
53i6.5

F convolutans CBS 144207 255i385x%x 4 7.5

F guadeloupense NRRL 36125 415i63 x 56

F sublunatum NRRL 13384 4866 long

F camelliae GUCC 21010 typically, 50 65 x
46

sometimes 4r 6-septate
0i 8

1i3

mostly 5septate, rarely-6
septate

Gerlach et al(1982

SandovalDenis et al.
(2018
O6 DonneRd2) e

Wollenweber & Reinking
(1939

mostly 7 9-septate, rarely This study

6-septate, or 1-8eptate
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HelminthosporiumLink, Mag. Gesell. naturf. Freunde, Berli(il32): 10(1809

Helminthosporiums a polyphyletic genus in Massarinacé®éosporalés It is a species
rich genuswith a worldwide distributionHelminthosporiumwas introduced by LinK1809 with
H. velutinum as the type speciesddelminthosporiumis characterized by macronematous,
cylindrical, rather straight, septate, erect conidiophores with tretic conidiogenouanckliavate
or obclavate, distoseptate conidlauttrell 1964, Voglmayr et al. 20).7Konta et al.(2021) sated
there were 21@Helminthosporiumnames, howevemany species are identified only based on
morphological studies, and only 25 species heaguene dataln addition, there are 771 epithets
of Helminthosporiun{Index Fungorun2023, whereas many of them are not congeneric with the
generictype and were reclassified into other groups in subsequent st@hes. et al.(2022
provided a recent accounf Helminthosporiumwith several new isolates. In this study, two new
species oHelminthosporiumH. lignicolum and H. shangrilaensgare introduced and described.
Helminthosporiumlignicolum was collected from decaying wood in a damp environment in
northern Thailand, whileH. shangrilaensevas collected from the dead stem of an unidentified
plant in southwestern Chinddelminthosporiumlignicolum and H. shangrilaensgis described
herein as two new species based morphological characteristics and pbtilogeidencéFig. 20.

Helminthosporium lignicolumR.J Xu, S. Boonmee, Q. Zhao & K.D. Hyd®, nov. Fig. 24

MycoBank numberMB847559; Facesoffungi number: FOF13250

Etymologyi Referring tothe wood dwelling nature of the new species

Holotypeil MFLU 22-0155

Saprobicon decaying wood in a damp environment. Sexual morph: Undetermined. Asexual
morph: Colony on natural substrate superficial, effuse, dark brown, Hdigelium mostly
immersed, towards the surface forming strdika aggregations of lighto dark brown
pseudoparenchymatous cellBonidiophores2871502 x 9i14 um (x = 421 x 11, n = 20
macronematous, mononematous, unbranched, assirtgrily or in small groups from the stroma
cells, erect, straight or flexuous, thiglkalled, subcylindrical, smooth, pale to dark brown, paler
near the apex, multipleepta.Conidiogenouscells mono to polytretic, integrated, terminal and
intercalary, cylindrical, cicatrized, with dark scars, with distinct paCesmidia 74i 84 x 12/ 17 um
(x=79 x 14, n = 3, solitary, obclavate, lunate, straight to slightly curved, fuscousdtarat the
base, smooth, greyhite to pale brown, i8L1-distoseptate, sometimesshaped branches at the
apex(Fig. 24n.

Culture charactersConidium germinating on PDA within 24 h and germ tubes produced
from both ends or middle. Colonies on PDA reaghi®@ mm diam., in a week at room temperature,
efuse, hairy, mycelium radiating outwards, fimbriate edge, dense, pale. Mycelium superficial and
partly immersed, light brown.

Material examinedi Thailand, Chiang Rai Province, Mueang, Nang Lae, saprobic on

slomerged decaying wood in a freshwater strec:
August 2020, R.J Xu, MBEB2 (holotype MFLU 220155, extype living culture MFLUCC 22
01138.

GenBank numberg LSU: OP740252, ITS: ON329811, SSU: OP7402%82 OP757656,
e f :10B757657

Notesi Multigene analyses of combined of SSU, LSpb2, e f &rd ITS sequence data
showed that our strai(MFLUCC 220118 clusters with the exype strainHelminthosporium
aquaticum(MFLUCC 150357 with low support(Fig. 23. Sequence goparison for the ITS
region betweei. lignicolum(MFLUCC 220118 andH. aquaticum(MFLUCC 150357 showed
a 13.64%(70/513 bp, excluding gaase pair differencéJeewon & Hyde 2016 Species of
Helminthosporiumare complex and share common featuresh sasterminal and intercalary
conidiogenous cells as well as solitary conidia with distoséf¢aminthosporiumlignicolum is
distinct from H. aquaticumin sometimes Yshaped branches at the apex conidia, culture
characteristics and molecular ddé#hu etal. 201§. Therefore, we introducHl. lignicolum as a
new species.
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Figure 231 Phylogenetic tree obtained from Bayesian inference analyses of a combined ITS, LSU,
SSU,rpb2, ande f $eduence dataset representing the specieglofinthosporium Eighty-one
strains were included in the combined analyses, which comprised 5072 chalaStérdi 855,
SSU:8561888, ITS: 1889 2446,e f :12d47 3775, rpb2 3774 4889 after alignment. Bootstrap
support values for ML equal to or greater than 60% and PP equaat®igthan 0.95 are indicated

at the nodes as ML/PP. The tree is roote®@éniconia digitata(CBS 510.7%, P. pseudodigitata
(CBS 139699 P. macrospinodCBS 135663 andP. byssoide¢H 4600. The extype strains are

in bold and the new isolates of shstudy are in blue. Bar = 0.03 which represent the estimated
number of nucleotide substitutions of site per branch.
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Figure 247 Helminthosporium lignicoluntholotype MFLU 220155. a, b Colonies on nature
substrate. id Conidiophores with conidiogenouells and conidia. g Conidiogenous cells with
developmental conidia. Th Conidiogenous cells with immature conidia.ien Conidia.

r Germinated conidium. s Cultuem PDA. Scale barsi¢ = 1060 s m20 he m.




HelminthosporiumshangrilaenseY.Y. Yang & K.D. Hyde sp. nov.
MycoBank numberMB847560; Facesoffungi number: FOF13251
Etymologyi Referring to the collecting sit@ShangriLa City, Yunnan Provingewhere the

holotype was collected.

Holotypei HKAS 125896

Saprobicon the dead stem of amidentified plant. Sexual morph: Undetermined. Asexual
morph: Colonies on the substratum superficial, effuse, dark brown to black, hairy. Mycelium
mostly immersed and composed of dark brown hypGaaidiophores661i 898 x 15/ 25 um (% =
730 x 21, n = 1) mononematous, erect, straight or flexuous, multiseptate, unbranched,
subcylindrical, smooth, thicvalled, light brown to dark brown, gradually paler from the base to
the apex, arising solitarily or in fascicles from the stromasc€lbnidiogenous celinonotretic,
terminal, cylindrical, septa, brown, hyaline when immature, rhexolytic, percurrent, giving rise to
conspicuous scars on conidiophor€snidia 521 96 x 15123 um (x = 78 x 19, n = 3J) solitary,
obclavate with oval base andth ellipsoidal lumina, flexuous, smooth, light brown to brown, 8
12-distoseptate, guttulate, with a blackistown,4i 6 um wide(x = 5, n = 3(), scar at the base and
a hyaline distal end.

Culture charactersCulture was established from germinating idum. Germ tubes were
produced from both ends or middle of the conidium. The colony was slowly grown on PDA media,
reaching 2.5 cm after incubation for 23 days at room tempergiiu2e3 ), light yellow at center,
ashen at periphery, nearly circular, ptesavelvety, with growth rings and radially striated, reverse
dark gray, with a yellow margin.

Fig. 25

Table 2 Morphological synopsis dflelminthosporium shangrilaenseéth other similarspecies in

this study.

Taxa Strain Conidiophore Conidiogen Conidia References
no. ous cells
Shape Size Shape Shape Size
(nm) (pm)
H. chinense CGMCC solitarily or 2141461 mono to nonguttulate, 42'109 Chenetal.
3.23570 infascicles, x 816 poly-tretic, obclavate with x 5711 (2022
with well- terminal subcylindrical
defined and base, angular
small pores intercalary, lumina, 4
at the apex, secession 10 di st
no scars schizolytic.
H. nanjingense HHAUF  solitary or 250470 unknown nontguttulate, 65170 Wangetal.
020380 in fascicles, x 8.611 record subulate or x7i10 (2019
with well- nearly whip
defined like, 6/ 17-
small pores distoseptate
at the apex
and
laterally
beneath the
upper 14
septa, no
scar
H. shangrilaenseHKAS mononemat 661 898 monotretic, guttulate, 52196 x Inthis
125896 ous, scars x 1525 terminal, obclavate with 15/23  study
hyaline oval base and
when with
young, ellipsoidal
rhexolytic, lumina, § 12-
percurrent  distoseptate
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Figure 251 Helminthosporium shangrilaensgolotype HKAS 125896 a Natural substrate.

b, ¢ Colonies on the substrate. d, e Captores with conidiogenous cells and conidia.

f, i Conidiophores with conidiogenous cells. g, h Conidiogenous cells with developmental conidia
with scars at red arrow pointe@dm Conidia. n Germinated conidium. o, p Culture on PDA after 23

days. Scale a:dif =200 m,ii, b= 50 &m, =230 g m.
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Material examined China, Yunnan Province, Shandpa City, Gezan Village, on a dead
stem of an unidentified plant, altitude: 3271.67m, 19 June 2022, Y.Y. Yang, YY{®ldtype
HKAS 125896, extype living culture KUNCQ@2-12540.

GenBank numbeiis LSU: OP767126, ITS: OP767128, SSU: OP767127, :100186449

Notesi Phylogenetic analyses of combined SSU, L$ph2, e f &rd ITS sequence data
showed that the speciételminthosporium shangrilaengélKAS 125896 formed a sis#r clade
with H. chinensCGMCC3.2357p and H. nanjingens¢HHAUF 020380 although lack of well
support(Fig. 23. Morphologically(Table 3, H. shangrilaensaliffers fromH. chinensan having
longer conidiophoreg661'898 x 1525 um with conspicuous sus, rhexolytic, percurrent
conidiogenous cells and guttulate coni(bd 96 x 15 23 um), obclavate and oval at the lower part
and 8i 12-distoseptate. Howeverl. chinensehas shorter conidiophord®14i 461 x 8§16 um
without scars, schizolytic conidiogersugells, producing aguttulate conidi@2/ 109 x 51 1 )e m
with a subcylindrical base, with angular lumina aridL@} distosepta(Chen et al. 2022 H.
nanjingensecan be distinguished frotd. shangrilaensdy having larger conidiophoré661 898
x 1525 umvs 250470 x 8.611 um without scars, lateral to terminal, schizolytic, polytretic
conidiogenous cells, with subulate or nearly wiike conidia(64.5170.5 x 7.810.3 pn) and 6
17 distoseptalWang et al. 2014 Therefore, we introduce our isolate as a ngyecies of
Helminthosporiunbased on morphological observation and phylogenetic evidence.

KirschsteiniotheliaD. Hawksw., Botanical Journal of the Linnean Society 91:(1885

Kirschsteiniothelia(Kir.) introduced by Hawkswortli1985 was typified byKir. aethiops
Thirty-threeKirschsteiniotheliaepithetsare listed in Index Fungoru@023. Kirschsteiniothelias
widespread in tropical regions and commonly occurs on dead Welrabi et al. 201)7 The
sexual morph oKirschsleiniotheliais characteded by brown or black, globose to subglobose
ascomata with or without central papilla, a thigilled peridium, filiform and hyaline
pseudoparaphyses, cylindrigdhvate with 8spored asci and ellipsoidal, brown to dark brown
ascosporegHawksworth 1985Boonmee et al. 2012, Hyde et al. 2013, Mehrabi et al. )2017
Boonmee et al(2012 found that the type species Kirschsteiniothelia(Kir. aethiop9 grouped
with the type species ddendryphiopsigD. atra) in their phylogenetic analyses, and this shows
that Dendryphiopsisrepresents the asexual morph Kirschsteiniothelia The connection was
confirmed by Hawkswortl§1985, and accepted by Boonmee et(aD12, Hyde et al(2013 and
Wijayawardene et a[2014). In this study, we introduced one new specbfKirschsteiniothelia
and this is the first report ¢firschsteiniotheligrom coffee.

Kirschsteiniothelia puerensi&. Lu & Tibpromma,sp. nov. Fig. 27

MycoBank numberMB559884; Facesoffungi number: FoF12893

Etymologyi Referingto the host loc@dn, fiPuterd City, where the holotype was collected.

Holotypei ZHKU 22-0142

Saprobicon decaying coffee wood. Sexual morph: Undetermined. Asexual moghbnies
scattered on coffee wood, hairy, solitary or clustered, black, conspicuous on shiyaeéum
exposed on the surface of the substrate except for the Gumotliophoresl00/ 250% 5/ 12 em, (%
= 148.5 1 9, macronematous,=morfbiematous, solitary or caespitose, cylindrical,
straight or slightly flexuous, smooth, dark brown, unbranckkghtly swollen at the basej I5
septateConidiogenous cell$5i 25 x 51 10em, (x = 19 x 8e¢m, n = 20 monoblastic, dark brown to
black, terminal and smootiConidia 60i 140 x 5120 em (x = 98 x 14em, n = 2(), acrogenous,
solitary, obclavate, 8.2 sept#e, invagination in the septate, hyaline when immature and become
palebrown to brownstraight or curved, palbrown at the apex, truncate at base, tapering towards
apex, sometimes has |l ong stipes up t(some/tBo & m,
globose sheaths

Culture characteristicé Conidia germinated within 12 hours on PDA&olonies on PDA
reaching 40 mm diam, after two months at room temperguie ). Circular, dark green, with
aerial mycelium, dense and fluffy on the surfacersgpan the edge, black in reverse.
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100/1.00; Kirschsteiniothelia tectonae MFLUCC 13-0470
Kirschsteiniothelia tectonae MFLUCC 12-0050
Kirschsteiniothelia rostrata MFLUCC 16-1124
Kirschsteiniothelia rostrata MFLUCC 15-0619
Kirschsteiniothelia thujina JF13210
100/1.00| Kirschsteiniothelia puerensis ZHKUCC 22-0272
Kirschsteiniothelia puerensis ZHKUCC 22-0271 _
Kirschsteiniothelia thailandica MFLUCC 20-0116
100/1.00 Kirschsteiniothelia xishuangbannaensis ZHKUCC 22-0220
100/1.001 Kirschsteiniothelia xishuangbannaensis ZHKUCC 22-0221
Kirschsteiniothelia submersa S-601
Kirschsteiniothelia submersa S-481
10011001 Kirschsteiniothelia submersa MFLUCC 15-0427 ) ] _
9100\ o Kirschsteiniothelia atra MFLUCC 16-1104 Kirschsteiniotheliaceae
s3/1 00] Kirschsteiniothelia atra S-783
Kirschsteiniothelia atra CBS 109-53
Kirschsteiniothelia atra MFLUCC 15-0424
Kirschsteiniothelia lignicola MFLUCC 10-0036
Kirschsteiniothelia ebriosa CBS 143842
Kirschsteiniothelia vinigena CBS 143837
Kirschsteiniothelia arasbaranica IRAN 2509C
Kirschsteiniothelia arasbaranica IRAN 2508C
Kirschsteiniothelia gshanensis MFLUCC 16-1350
Kirschsteiniothelia aquatica MFLUCC 17-1685
100/1.00 Kirschsteiniothelia phoenicis MFLUCC 18-0216
100/1.00 Kirschsteiniothelia fluminicola MFLUCC 16-1263
Jahnula sangamonensis A402-1B
Jahnula bipileata F49-1
Ascagilis seychellensis SS 2113-2 Aliquandostipitaceae
Aliquandostipite khaoyaiensis CBS 118232
Aliquandostipite crystallinus R76-1
e s Jahnula aquatica R68-1
100/1.00 Phyllobathelium anomalum MPN 242
Acrospermum adeanum M 133
100@“; Acrospermum compressum M 151 Acrospermaceae
Acrospermum graminum M 152
100/1.00 100/1.00 Dyfrolomyces rhizophorae J
—Ebyfrolomyces tiomanensis
96/- | Helicomyces roseus MFLUCC 15-0343
10011.00| Helicomyces roseus CBS 283.51
Pseudohelicomyces paludosus CBS 120503
Tubeufia javanica MFLUCC 12-0545
100100 Tubeufia helicomyces CBS 271.52

100/1.00 ; Stemphylium vesicarium CBS 191.86 Pleosporaceae
Stemphylium vesicarium MFLUCC 14-0920 OUTGROUP

0.06

98/1.00
98/1.00 | L

I
93/1.00

98/1.00
50/1.00

7411.00—|_|

95/1.00

100/1.00

100/1.00

100/1.00

100/1.00

75/0.99 |

100/1.00

Pleurotremataceae

Tubeufiaceae

Figure 261 Phylogenetic tree obtained from maximum likelihood analyses of a combiisd
LSU and SSlsequence dataset, representing the specikssahsteiniothelia Related sequences
were obtained from Bao et dR018. Fourtysix strainswere included in the combined analyses,
which comprised2406 characters(SSU: 11055, LSU: 10561954, ITS: 19562406 after
alignment. Bootstrap support values for ML equal to or greater3@8mand PP equal to greater
than 0.90 are indicated at the nodes as ML/Femphylium vesicariufCBS191.86, MFLUCC
14-0920 were used as the outgroup taXdne extype strains are in bold and the new isolates of
this study are in blue. Bar = 0.0¢hich represent thestimated number of nwetide substitutions
of site per branch

Material examinedi Chi n a, Puder, Yunnan P r @offeila spc e ,
(Rubiaceag 23 December 2020, L. Lu, MJ3 (holotype ZHKU 220142, extype living culture
ZHKUCC 220271 = ZHKUCC 210272,.

GenBank mmbersi ZHKUCC 220271 = ITS: OP450977, LSU: OP451017, SSU:
OP451020; ZHKUCC 20272 = ITS: OP450978, LSU: OP451018, SSU: OP451021
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Figure 277 Kirschsteiniothelia puerensi@olotype ZHKU 220142. a, b Colonies on the host.

¢, d Conidiophore. e Conmphore with conidia and sheatlied arrows indicatenucilaginous
sheathy fim Conidia. n Germinated conidium. o Culture on PDA from above and reverse. Scale
barsicie = 50n &m,2 0f & m.

Notesi In the phylogenetic treirschsteiniothelia puerensi®rmed a welseparated clade
sister toKir. thailandica(MFLUCC 200116 with 50% ML/1.00 PP suppo(Eig. 26, while both
taxa are sister t&ir. xishuangbannaensi{ZHKUCC 220220 with 100% ML bootstrap support.
Based on the blast resyll3S and SSWene sequenceshowed 90% and 98% similarities Kar.
thailandica (MT985633 and (MT984280Q respectively. The LSU sequenchowed 93.5%
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similarity to Kir. rostrata (NG 059790. In morphology, Kir. puerensis also has similar
morphological features tHir. rostrata, Kir. thailandica andKir. xishuangbannaensidyde et al.
2017, Sun et al. 2021, Xu et al. 202Blowever,Kir. puerensisconidiophoreq100/ 250 x 512
€ m/i12 septatgare longer tharKir. thailandica (55793 x 71 0 )g bt shorter tharKir.
rostrata (190450 x 91 5 ¢4 septate In addition, conidia of Kir. puerensisare 512
septate, while irKir. thailandica they are 68-septate,8i 13-septate inKir. rostrata, and 3 8-
septate irKir. xishuangbanaensi@Hyde et al. 2017, Sun et al. 2021, Xu et al. J0Ri&nce, based
on both morphology and phylogeny, we introdié@e puerensisas a new species.

MelomastiaNitschke ex Sacc., Atti&. VeneteTrent. Sci. Nat., Padova, Sér. 4 4:(2875

Melomastia was established by Saccardd8795 to accommodate the type species
Melomastia mastoided= Melomastia friesi collected fromViburnum opulus(Adoxaceag in
Germany. The taxonomic placenteaf Melomastia has been widely debate@Lumbsch &
Huhndorf 2010, Maharachchikumbura et al. 2015, 201&d was finally verified in
Pleurotremataceae by Norphanphoun ef{2017. According to thdatesttreatment of Li et al.
(2022 with 20 accepted spees ofMelomastia we describe a novel speciesMf septatathat is
assigned to Pleurotremataceae based on the evidence of phylogenetic analysis and morphological
features.

Melomastia septatd.Y. ZhangK.D. Hyde& Y.Z. Lu, sp. nov. Fig. 29

MycoBank number:MB900040; Facesoffungi number: FOF13253

Etymologyi Refers to the septate ascospores.

Holotypei MFLU 22-0233

Saprobicon terrestrial dead branch ah undetermined hosSexual morphAscomatal 66
3 4 4n high x198 434 diameter(x = 269 x 28lem, n = 9, immersed, only ostioles visible at the
surface of host, solitary, scattered, globose to subglobose, dark b@swolescentral, black,
papillate. Hamatheciumcomposed of long,i3 . 5 e m wi de, cellul ar pse
unbranched, not astomosing, dense, filiform, hyalineeridiumcomprising 23 layers, 81 6 & m
wide, thinwalled, composed of dark brown cellstektura angularismixed with host tissue#\sci
85196 x 5/ 7.5em (x= 90 x 6.3em, n = 1§, 8-spored, bitunicate, cylindricatessile to subsessile,
thin-walled, apically roundAscospored 2i 16 x 3.5'4.5em (x = 14.5 x 4em, n = 25, uniseriate
or biseriate, partly overlapping, oblong or narrowly fusiform, hyalineeld, 2septate, slightly
constricted at the septa, smioetalled, guttulate, thickwalled with a mucilaginous sheath.
Asexual morph: Undetermined.

Culture characteristics Ascospores germinated on WA within 12 hours at room temperature
(25 28 °C). The hyaline germ tube germinates from the ends of the ascespoleniesgrowing
on PDA slowly growth,reachingll mmdiam.after 20 dayst 25 °C flat, velvety,circular margin
with a smooth surface, yellowish white from above; blond to cregetigw mycelium in reverse
from enter to margin, and not producingmpigntation in culture.

Material examined Thailand, Chiang Rai Province, Mae Fah Luang Universitya dead
branch on the land, 14 June 2019, J.Y. Zhang, {lotype MFLU 22-0233, extype living
cultureMFLUCC 22-0112.

GenBank numberis LSU: OP749870ITS: OP749883¢ f 108760198

Notesi In a BLASTn search of NCBI GenBank, the closest match of the LSU sequence of
Melomastiaseptatawas M. italica (MFLUCC 150160 with 99.02% similarity while the closest
match of thee f Isddjuence with 93.23% similarity wad. clematdis (MFLUCC 17-2092,
MT394663. In ourmultigene phylogenetic tre®). septataformed a distinct clade, whicdhares a
sister relationshipot M. italica with a 94% ML/1.00 PP suppo(Fig. 28. Morphologically, M.
septatais most similarto M. sichuanens (HKAS 121313 in the shapes of asci and ascospores
with a thin sheatlfLi et al. 2022. However M. septatadiffers fromM. sichuanensidy its smaller
ascomatd166 344 x 1984 3 4 vs4d0.5506 x 335577 un), shorter asc{85 96 pmvs 101
112.5 um), and smaller ascospor@ 16 x 3.5/4.5¢ nvs1517.5%x475. 1). e m
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Figure 281 Phylogenetic tree obtained from maximum likelihood analyses of a combiigd
ITS andeflU sequence dataset representing the speci@emrotrematacead hirty-six strains
were included in the combined analyses, which comprised 2726 chara&érs 1i 874, SSU:
8751891,e f :118P2 2726 after alignment. Bootstrap support values ¥tir equal to or greater
than 70% and PP equal to greater than 0.95 are indicated at the nodes asIhgtree is rooted
with Anisomeridium phaeospermudPN539 andA. ubianumMPN94. The extype strains are in
bold and the new isolates of this study arélue. Bar = 0.08vhich represent thestimated number
of nucleotide substitutionsf site per branch

MontagnulaBerl., Icon. fung(Abellini) 2(2i 3): 68(1896

Montagnulawas introduced by Berles@896, with Mo. infernalis as the type species.
According to Barr(2001), Montagnulawas placed in Montagnulaceae based on morphological
characteristics. LatelMontagnulawas transferred from Montagnulaceae to Didymosphaeriaceae
by Ariyawansaet al (2014. Subsequently, Wanasingle¢ al (2016 transferredtwo species of
Munkovalsaria(Mo. appendiculataand Mo. donacind to Montagnulabased on phylogenetic
analysesRecently, two new speci@do. aquaticaandMo. guiyangensifiave been introduced into
Montagnula and four speciegiz. Mo. chromolaenicolaMo. puerensisMo. saikhuensisandMo.
thailandicahave been synonymized unddo. donacinabased on morphological examination and
molecular datgSun et al. 2028 Montagnulahas 47 records in Species Fungor@o23.
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