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Abstract

Thisis the ninth in a series of Mycosphere notes wherein we provide notes on various fungal
taxa in Dothideomycetes. In this set of notes, we focus on species associated with woody oil plants,
which are important in terms of food security, ecology, agricaltand for industrial
manufacturing. Eightyive fungal taxa were identified in three orders (Muyocopronales,
Pleosporalesand Valsariales). Thirtjour species (belonging to 16 families) were identified in
Pleosporales, one species was classifiedvatsaiales and one species was recognized in
Muyocopronales. We introduce two new genefdeaginea (Lophiostomataceae) and
Neobrevicollum(Neohendersoniaceae) and 16 new speédiexycalymma paeonia€orynespora
idesiae Flabellascoma pistacigd_oculosulcatipora paeoniaglLophiostoma olegeMontagnula
verniciag Neobrevicollum olegeNeocucurbitaria pistaciicolaNigrograna acericola Ni. oleag
Ni. sichuanensisNi. verniciag OleagineasichuanensisPalmiascoma acericolaParamonodictys
paeoniae Pseudothyidariella idesiae.New host/country records are provided fscrocalymma
pterocarpi Angustimassarina kunmingengeistropleospora ochrace&rassiparies quadrisporuys
LoculosulcatisporahongheensisLophiotrema hydeiLophiotrema neoarundinarjaLophiostana
chiangraiense Lophiostoma japonica Lophiostoma montanae Montagnula donacina
Muyocopron lithocarpi Neokalmusia aquibrunnedNeovaginatispora fuckeliiNigrograna hydei
Ni. locutapollinis, Ni. magnoliae Pseudochaetosphaeronema chiangraiefsemagnoliag and
Valsaria insitiva Three new asexual/sexual morph connections were madeAfmocalymma
pterocarpi Austropleospora ochraceand Loculosulcatispora hongheensi®n morphological
description of one known specidsigrograna locutapollinis, is povided. All taxa are described
and illustrated, and phylogenetic trees are presented to show their phylogenetic placements.

Key wordsT 2 new generé 16 new species 20 new records molecular phylogeny multi-gene
T taxonomy
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Introduction

OWoody oi l plantsdé is the gener al term for
be used for diextraction, are rich in nutritious resources and have a wide range of varieties around
the world (Dai et al. 2015). They play vital roles in the fields of ecology, agriculture, and functional
food manufacturing. Woody oil plants are usually divided sdweral groups; 1) edible woody oil
plants: e. gOlea europaed.., 2) industrial oil plants: e. gdSwida walteri(Wanger.) Sojak, 3)
aromatic oil plants: e. dllicium verumHook. f., 4) medicinal oil plants: e.@emiliquidambar
cathayensi€hang, and pbiomass fuel oil plants: e. datropha curcad.., Malania oleiferaChun
& S.K. Lee Horsfieldia hainanensiderr. The woody oil plants identified in China belong to 151
families, 697 genera and 1,553 species, accounting for 5% of seed plants (M20@®pnIBecause
of the intrinsic value of woody oil plants, they have been significantly cultivated in China in recent
years. In 2020, the output of oil from woody plants reached 8.521 million tons, accounting for
4.27% of the total annual output of econonforest products in China (China forestry and
grassland yearbook 2021).

With gradual expansion of the woody oil plantation area, the incidence of fungal diseases has
increased. Pathogens suchCasletotrichumand pestalotiogpecies cause anthracnosesdses of
Camellia oleiferaAbel. (Li et al. 2016, Liu et al. 2021Botryosphaeria dothideeauses branch rot
and decay ofluglans regial. (Zhang et al. 2020hile Cycloconium oleaginuns the causal
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agent of freckle disease of oliy€he et al. 2020)n addition, Yu et al(2018)reported a highly
diverse endophytic fungal community associated @Wiimellia oleifera and some of which act as
biocontrol agents. The endophytic furgiternaria, Arthrinium, Botryosphaeria Colletotrichum
and Pestalotiopss were also reported from woody oil plarfts et al. 2018, 2021)Most studies
have focused on diversity and ecology of pathogens and endophytes associated with woody oll
plants and there are relatively few studies on the diversity of saprobes. Dudngy af fungi on
woody oil plants in Sichuan Province, we have previously reported Nlomastia species
(M. fusispora M. oleae M. sichuanensiaind M. winter)) from dead branches of olive and 31
strains of pestalotiod fungi from the diseased brandfe€amellia oleifera Olea europaea
Paeonia suffruticosaAndrews, Sapium sebiferunfL.) Roxb. andVernicia fordii (Hemsl.) Airy
Shaw(Li et al. 2022a, b), whicheveal a potential high diversity of fungi on such plants.

This is the ninth paper in thersss of Mycosphere Notes and treats 36 Dothideomycetes taxa
associated with woody oil plants in China. All taxa described herein are based on morphological
characterization and phylogenetic analyses.

Materials & Methods

Sample collection, morphologicakxamination, and isolation

Fresh specimens were collected from woodyplantations in Sichuan Province, China
during 2020 and 2021. Morphological examination and isolation followed the methods provided by
Liu et al.(2010).

The strains isolated in thisusly were deposited at the China General Microbiological Culture
Collection Center (CGMCC), Beijing, China and the University of Electronic Science and
Technology Culture Collection (UESTCC), Chengdu, China. Herbarium specimens were deposited
at Herbariumof Cryptogams, Kunming Institute of Botany Academia Sinica (KHIKAS),
Kunming, China and Herbarium, University of Electronic Science and Technology (HUEST),
Chengdu, China.

DNA extraction, PCR amplification and DNA sequencing

Fresh mycelia were scrapedd m 14 d ol d fungal coloni es ¢
stored in 1.5 mL sterilized microcentrifuge tubes. Genomic DNA was extracted using the EZ
geneTM fungal gDNA kit (GD2416) following thi
were performed by pgmerase chain reaction (PCR). PCR amplifying condition and the primers
used in this study are provided in Table 1. Purification and sequencing of PCR products were
carried out at Beijing Tsingke Biological Engineering Technology and Services Co. (Beijing,
China). All newly generated sequences were submitted to GenBank.

Table 1 Genes/loci used in the study with their PCR primers and protocols.

Gene/Loci Primers Initial PCR protocol Final References
denaturation extension

Internal transcribed | ITS5/ITS4 94 °C, 4 min (94 °C, 45sec; 56 | 72 °C, 10 White et al. (1990)
spacer (ITS) (55) °C, 45 sec; 72 | min
Large subunit LROR/LR5 °C, 1 min) x 35 Rehner & Samuels
(LSV) cycles (1994)
Small subunit NS1/NS4 Vilgalys & Hester
(SSU) (1990)
Elongation factorl | EF1-983/EF12218 | 94 °C, 3 min (94 °C, 30 sec; 55 Rehner et al. (2005)
alpha tefl) (53) °C, 45 sec; 72
Beta tubulin (ub2) | Bt2a/Bt2b °C, 1 min) x 35 Glass & Donaldson

T1/T22 cycles (1995)
RNA polymerase Il | fRPB2-5F/fRPB2 | 95 °C, 5 min (95 °C, 45 sec; 52 Liu et al. (1999)
second large subun| 7cR (55) °C, 1 min; 72
(rpb2) °C, 1.5 min) x 35

cycles
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Phylogenetic analyses

The sequences were assembled by BioEdit v.7.2.6.1. Multiple alignments derived in this
study were analyzed with similar sequen@gjuired from GenBank BLASTn queries and relevant
publications. All gene sequences were downloaded from NCBI (http://www.ncbi.nlm.nih.gov/,
accessed on 10 February 2023) and aligned by MAFFT v.7 (http://mafft.cbrc.jp/alignment/server/,
accessed on 10 Felary 2023)(Katoh et al. 2019)TrimAl.v1.2rev59 was used to optimize the
alignment of sequence€dpellaGutiérrez et al. 2009

The singlegene datasets were examined for topological incongruence among loci and the
conflict-free alignments were concatdad into a multlocus alignment which was subjected to
maximumlikelihood (ML) and Bayesian (Bl) phylogenetic analyses. MrModeltest 2.3 was
performed for each locus to estimate the {iestvolutionary model under the Akaike Information
Criterion (AIC) (Nylander 2004) The CIPRES Science Gateway platfoiiviller et al. 2010)was
used to perform RAXML and Bayesian analyses. ML analyses were made with RIARKIR on
XSEDE v.8.2.10(Stamatakis 2014)sing the GTR+GAMMA swap model with 1000 bootstrap
repetitons. Bayesian analyses were performed setting GTR+I+G for two million generations,
sampling at every 1,000 generations, ending the run automatically when the standard deviation of
split frequencies dropped below 0.01, with a burning fraction of 0.25. §Mayls were visualized
with the FigTree v1.4.0 prograrffRambaut 2012pand reorganized in Adobe lllustrator® CS5
(Version 15.0.0, Adobe®, San Jose, CA, USA).

Results
Taxonomy

Dothideomycetes

For the treatment of Dothideomycetes, we have followed Hongsahah (2020)and
Wijayawardene et al (2022, and the review papers (Jayawardena et al. 2021,
Maharachchikumbura et al. 2021, Pem et al. 20&%ke taken as references.

MuyocopronalesMapook, Boonmee & K.D. Hyde, Phytotaxa 265 (3): 230.
MuyocopronaceaeK.D. Hyde, Fungal Diversity (2013) 63:164

MycoBank number: MB 8045Q6-acesoffungi numbeFoF 08090

Notesi Muyocopronaceae was introduced by Luttr@lB51) and included in the order
Hemisphaeriales. Subsequently, Mapook e{2016)established a newrder Muyocopronales to
accommodate the Muyocopronacesethe type family. There are ten genera accommodated in
MuyocopronaceaeArxiella, Leptodiscella Muyocopron Muyocopromyces Mycoleptodiscus
Neocochlearomyces Neomycoleptodiscys Paramycoleptodiacs Pseudopalawania and
Setoapiospora(Wijayawardene et al 2022). Muyocopronaceae species are saprobes and
endophytes of a wide range of hosts worldwide.

Muyocopron lithocarpiMapook, Boonmee & K.D. Hyde, Phytotaxa 265 (3): 235 Fig. 1
MycoBank numberMB 551618 Facesoffungi numbeFoF 01890
Saprobicon decaying branches #faeonia suffruticoséAndrew. Sexual morph:Ascomata
1501170 x 130170e mx£ 165 1 n % BOY superfigial, coriaceous, solitary, or scattered,
circular, flattened, dark spotte@stiole26i3 8 e m wi dRendium3BiB6r &@lm. t hi c k,
layer comprising dark brown to black, pseudoparenchymatous, edctells oftextura angularis
inner layer comprising yelloverown cells oftextura angularis Hamatheciuml.8§2 . 3 e m wi d
comprising numerous, cylindrical, hyaline, septate, branched pseudoparaptsgsési 70 x 27
30 &m 64 | @820) 8spored, bitunicate, broadly cylindrical to ovoid, without or
with cylindrical pedicelAscospored7i19 x 1G1 2 &m (8 [ n220), avenlappingiB
seriate, hyaline to yellowish, aseptate, ellipsoid to obovoid, granuldn, vt large guttules.
Asexual morph: Not observed.
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Known distributioni China, South Korea, Thailand.

Culture characteristics Ccs on PDA reach 30 mm diam. after 14 d at 25 °C, colonies cream
white, circular, slightly raised, dense at the centre; rewaiaw.

Material examined i China, Sichuan Province, Leshan city, Shizhong district,
N 29°42'44.3484", E 103°52'41.8079", elevation 444 m, on branchéaednia suffruticosa
(Paeoniaceag)23 July 2021, W.L. Li, YMD 341 (HUEST 23.0091), living culture SECC
23.0091;bid., YMD 343 (HUEST 23.0092), living culture UESTCC 23.0092.

GenBank numbers UESTCC 23.0091 = LSU: OR253283, IT®R253124 SSU:
OR253197; UESTCC 23.0092 = LSU: OR253284, [D&253125SSU: OR253198.

Notesi Muyocopron lithocarpwas intoduced by Mapook et &2016)from dead leaves of
Lithocarpus lucidugRoxb.) Rehder in Thailangnd is characterized by small, superficial black
spots, central ostiolate ascomata, ellipsoid asci with or without a cylindrial pedicel, and oval to
ellipsad, hyaline ascospore3he new collections obtained in this study morphologically fit well
with Muyocopron lithocarpi Phylogenetic analysis of combined ITS, LSU and SSU showed that
our two new collections clustered with other collectiond/oflithocarpi but are associated with a
different host (Fig. 2)This is the first recordf M. lithocarpifrom Paeonia suffruticosan China.

Pleosporaled_uttrell ex M.E. Barr
AcrocalymmaceaeCrous & Trakun., IMA Fungus 5 (2): 404 (2014)

MycoBank number: MB 81083 Facesoffungi numbeFoF 08135

Notes T Acrocalymmaceaewas introduced in Trakunyingcharoen et #2014) to
accommodate a single genisrocalymmawhich is characterized by globose conidiomata with a
long pycnidial beak, and hyaline, or becoming paleworavith age, cylindrical to fusiform,
aseptate, oriB-septate conidia, bearimgucoidappendage at one or both ends. The sexual morph
of this group comprises globose to subglobose, ostiolate ascomata, a peridiurexiitia
angularis cells, cylindricclavate asci, and hyaline, fusiform-séptate ascospores which are
surrounded by a thick, distinct sheath. Currently only four sexual morphs were reported, viz.
A. chuxiongenseA. hongheenseA. pterocarpj and A. walker(Crous et al. 2014, Jayasiri et al.
2019, Mortimer et al. 2021, Liu et al. 202R)embers of Acrocalymmaceae comprises endophytes,
pathogens, and saprobes on terrestrial and rarely submerged(pleartg et al. 2012, Dong et al.
2020)

AcrocalymmapaeoniaéW.L. Li & Jian K. Liu sp. nov. Fig. 3

MycoBank number: MB 84914 Facesoffungi numbeFoF 14415

Etymologyi The s pecipheoriaéepief ee s ¢ Faednla&Fomhwhichtthe ge nu
holotype was collected.

Saprobic on decaying branches d?aeonia suffruticosaSexual morph:Not dbserved.
Asexual morph:Conidiomata60i 130 um high, 110190 um diam. £ = 95 x 150 um, n = 5),
pycnidial, dark brown, immersed to seerumpent, globose, with a central ostidBmnidiomatal
wall 13i22 um wide, of unequal thickness, composeddafk brown to black cells afextura
angularis Conidiophoresreduced to conidiogenous cells or with a single supporting cell.
Conidiogenous cells.5/7.5 x 45 pm (x = 6.5 x 4.5 ym, n = 20), lining the inner cavity, hyaline,
dolliform or ampliiform, enterblastic, phialidic, withprominent periclinal thickening at apex,
guttulate.Conidial9 21 x 45 pum (c = 20 x 4.5 um, n = 20), hyaline, smooth, guttulate, solitary,
straight, subcylindrical, obtusely rounded, with flaring mucggemndages at both ends, visible in
water mounts, aseptate, thiralled.

Culture characteristics Conidia germinate on PDA within 24 h. Colonies on PDA reach 30
mm diam. at 25 °C after 7 d, circular, thick and dense, white; reverse pale brown to yellaw bro

Material examined i China, Sichuan ProvinceMeishan city, Dongpo district,

N 29°57'33.6347" E 103°49'52.1448" elevation358 m on branches oPaeonia suffruticosa
29 October 2021, W.L. Li, YMD 531 (HKAS 127157, holotype)tepe culture CGMCC 24440
= UESTCC 23.0011.
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GenBank numbersi CGMCC 3.24440 = LSU: OR253308, SSU: OR253217, ITS:
OR253149.

Notes i Multi-gene phylogenetic analysis indicated thatrocalymmapaeoniae nested
within Acrocalymmaceae and formed a distinct clade sister to thdecbf A. bipolare
A. chuxiongensjsA. medicaginisand A. pterocarpiwith 82% ML/0.99 BYPP support (Fig. 5).
Morphologically, A. paeoniaecan be distinguished frorA. bipolare and A. medicaginisby its
larger conidia (1821 pm vs. 912 pm vs. 1B15 um, respectively). Moreover, the conidia of
A. medicaginidecome pale olivaceous aneséptate with age, which were not observed in other
Acrocalymmaspecies.Acrocalymmapaeoniaeshares similar conidial shape, size and color to
A. pterocarpj but differs n havingdolliform or ampulliform conidiogenous cells wiffrominent
periclinal thickening at apexvhile A. pterocarpihas cylindrical to subcylindrical conidiogenous
cells.

Figure 117 Muyocopron lithocarp(HUEST 23.009). a, b Appearance of ascomata host surface.
c Vertical section throughascoma.d Peridium. e Hamathecium.fij Asci. kin Ascospores.
o Colonies on PDA from above. p Colonies on PDA from below. Scale bars: € =y&dij = 10
€ m,in=%5¢& m.
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Figure 27 Phylogram generated from mimmum likelihood analysis based on combined LSU, SSU

and ITS sequence data. Fortiye strains are included in the combined sequence analyses, which
comprise 3,188 characters with galggschsteiniothelia aethiop€BS 109.53 an&. atra AFTOL-

ID 273 are sed as outgroup taxa. Tree topology of ML analysis is similar to Bl analysis. The best
scoring RAXML tree with a final likelihood value 616053.974425 is presented. Proportion of
gaps and completely undetermined characters in this alignment are 54.47% 161 distinct
alignment patterns. Estimated base frequencies were as follows; A = 0.239465, C = 0.248740, G =
0.302816, T = 0.208979; substitution rates AC = 1.467992, AG = 2.595213, AT = 1.351387, CG =
1.285683, CT = 5.382653, GT = 1.000000; gamm#&idbut i on shape

par amet
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Bootstrap support valwues for ML O 75% and BY
nodes. Hyphens-) represent support values less than 75% in ML and 0.95 in Bl. Newly generated

sequences are in red andtgge grains are in bold.

Figure 31 Acrocalymmapaeoniag(HKAS 127157 holotype). &ac Appearance of conidiomata on
natural substrate. d Vertical section of conidiomata. e Pycnidial wkllCbnidiogenous cells and
developing conidia.ip Conidia (p in cdbn blue). g Colonies on PDA from above. r Colonies on

PDA from below. Scale bars:d=20m,ijp e= 10 & m.
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Acrocalymma pterocarpdayasiri, E.B.G. Jones & K.D. Hyde, Mycosphere 10(1):20 (2019)
Fig. 4

MycoBank number: MB 555528

Saprobic on decaying branches dPaeonia suffruticosaSexual morph:Not observed.
Asexual morph:Conidiomatal20' 180 pum high, 60110 um diam. £ = 150 x 80 um, n = 5),
pycnidial, dark brown, immersed, globose, with a central ostiyenidia wall 13 14 um wide,
composed of dark brown to black cells téxtura angularis Conidiophoresreduced to
conidiogenos cells.Conidiogenous cell§i 7 x 34 um (x = 6.5 x 3.5 um, n = 20), lining the inner
cavity, hyaline, smooth, cylindrical to subcylindrical, enterblastic, annelledic, percurrently
proliferating 12 times at apex, discret€onidia20i 24 x 4.55 pym (x = 22 x 4.5 ym, n = 20),
hyaline, smooth, solitary, subcylindrical, straight, obtusely rounded at apex andilZagettfles,
with paring mucoid appenddees at both ends, a

Culture characteristick Conidia germina on PDA within 24 h. Colonies on PDA reach 80
mm diam. at 25 °C after 14 d, circular, thick and dense, first white, turning pale brown to yellow
brown, zonate; reverse cream at margin, dark brown at middle and yellow brown at center.

Material examined i China, Sichuan Province,Mianyang city, Santai county,

N 31°05'21.84; E 105°06'38.23" elevation 377 m on branches ofPaeonia suffruticosa
18 December 2021, W.L. Li, YMD 452 (HKAS 127158), living culture UESTCC 23.0012 =
CGMCC 3.24961ibid., YMD 459 HUEST 23.0013), living culture UESTCC 23.0013.

GenBank numbersi CGMCC 3.24961 = LSU: OR253300, ITS: OR253141, SSU:
OR253213; UESTCC 23.0013 = LSU: OR253300, ITS: OR253142.

Notesi The sexual morph oAcrocalymma pterocarpwas introduced by Jayasiri ek a
(2019)from Pterocarpus indicuseed pods in Thailand, but it failed to produce asexual morph in
culture and only chlamydospores were observed. Das @020)isolated a strain oA. pterocarpi
from soil in Korea, however, the same result was obtkilrethis study, our new collection has a
close affinity toA. pterocarpiin the phylogenetic analysis (Fig. 5) and a comparison of ITS, LSU,
SSU sequence data show a few nucleotide differences. However, we cannot compare the
morphological characteristic our strains with those @k. pterocarpias it is only known by the
sexual morph. As the morphology of our collections fits well with the genetic concept of
Acrocalymmawe identify the new collection &s. pterocarpiand report the asexual morph foeth
first time.

AmorosiaceaeK.M. Thambugla& K.D. Hyde, Fungal Diversity 74: 252 (2015)

MycoBank number: MB 55127 Facesoffungi numbeFoF 01084

Notesi Amorosiaceae was established by Thambugala et al. (2015) to accommodate two
genera, Amorosiaand Angustimassarina SubsequentlyAmorocoelophomdJayasiri et al. 2019)
and Alfoldia (Crous et al2019) were introduced in this familAngustimassarinas the largest
genus with twelve epithets listed in Index Fungor(#023) Angustimassarinapecies may be
parasitic on other fungi and appear to grow within the ascomata of other ascomycetes (Thambugala
et al. 2015). It has a narrow geographical distribution, with most species reported in Italy and
Germany(De Silva et al. 2022)Recently, Jayawardena et @022) isolatedA. kunmingensérom
Camellia semiserraten Yunnan province, China. In this study, a new collectioA.dfunmingense
is reported fromJuglans regian Sichuan province.

Angustimassarina kunmingensE.D. Yang & K.D. Hyde, Fungal Diversity17: 18 (2023)
Fig. 68, b

MycoBank number: MB 559764 acesoffungi numbeFoF 11804

Saprobicon decaying branches dfiglans regia.. Sexual morphAscomatad10 440 x 200
220 ®=m 420 | n210, semimmersed to immersed, solitaoy in small groups,
lageniform, subglobose, with or without a long neck, visible as black dots on the host surface,
conspicuous at the surface, papillate, ostiol@®tiole929 7 e m wi d e ;likewpening. a p «
Peridium 21.52 4 . 5 em wi de, pale bromp r8b $ages ofdektura angularis
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Hamatheciuntomprising1.62 . 2 e m wi de, numerous, septate, T
Asci76/93 x 10512 &«m 84 .5 1 1 1-spored, bitunicate, figstupicate, &ylindric

clavate slightly curved, with a short pedicel, apex rounded with a minute ocular chamber, smooth
walled. Ascosporesl7i2l x 354 .5 &=m 29 | 4 em, n = 20), on
overlapping Zseriate at the apex, fusiform, hyalinesdptate &the centre, with 4 large guttules,

cell above the median septum slightly wider than the lower, tapering towards the ends, deeply
constricted at the septum, smoaethlled, thick or thinwalled, surrounded by a mucilaginous
sheath, 1151 5 & m wi dmorph: Alet ebseuvad.

Figure 4 7 Acrocalymma pterocarp{HKAS 127158 asexual morph). a, b Appearance of
conidiomata on natural substrate. ¢ Vertical section of conidioma. d Pycnidial wall.
ei h Conidiogenous cells and developing conidian iConidia n Geminated conidia. o Colonies
on PDA from above. p Colonies on PDA Frbin dbm

fih = 5 g m.
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100/1 Acrocalymma vagum CPC 24226
| Acrocalymma vagum CPC 24225

Acrocalymma aquaticum MFLUCC 11-0208

100/1 ~
Acrocalymma ampeli MFLU 19-2734

Acrocalymma ampeli NCYU 19-0008
Acrocalymma walkeri CBS 257.93

Acrocalymma guizhouense CGMCC 3.20853

— Acrocalymma fici CBS 317.76

99/14 | Acrocalymma hongheense HKAS 111907
100/1| Acrocalymma hongheense HKAS 111909
=1 Acrocalymma hongheense HKAS 111908

-110.96 Acrocalymma arengae MFLUCC 15-0327
100/1 | Acrocalymma cycadis CBS 137972
Acrocalymma cycadis CPC 17345

Acrocalymma medicaginis MFLUCC 17-1439

100/1 &,
| 871

Acrocalymma medicaginis MFLUCC 17-1423
Acrocalymma medicaginis CPC 24340
Acrocalymma bilobatum MFLUCC 20-0125
Acrocalymma chuxiongense IFRDCC3104
Acrocalymma bipolare MD 1321
Acrocalymma pterocarpi MFLUCC 17-0926

87/1
&l| | Acrocalymma pterocarpi UESTCC 23.0013

89/0.99| | Acrocalymma pterocarpi CGMCC 3.24961

Acrocalymma pterocarpi NC13-171 NA
100/1 Acrocalymma paeoniae CGMCC 3.24440
88/1| Acrocalymma paeoniae UESTCC 23.0011

80— Acrocalymma magnoliae MFLUCC 21-0204

Acrocalymma magnoliae MFLUCC 18-0545

Acrocalymma yuxiense HKAS 111910

100/1 Ascocylindrica marina MF416

Ascocylindrica marina MD6011 Ascocylindicacess

Boeremia exigua CBS 431.74 outgroup

0.01

Figure 57 Phylogram generated from maximum likelihood analysis based on combined ITS, LSU
and SSU sequence data. Thintyo strains are included in the combined sequence analyses, which
comprise 2,408 characters with gaBseremia exigu&BS 431.74 is used as the outgroup taxon.
Tree topology of ML analysis is similar to Bl analysis. The best scoring RAXML tree witlala fin
likelihood value 0f-5983.665314 is presented. Proportion of gaps and completely undetermined
characters in this alignment are 26.15% with 379 distinct alignment patterns. Estimated base
frequencies were as follows; A = 0.251597, C = 0.213578, G = 23272T = 0.262537;
substitution rates AC = 2.327611, AG = 2.456290, AT = 2.844116, CG = 1.022202, CT = 8.506061,
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GT = 1.000000; gamma distribution shape parart
ML O 75% and BYPP O 0. 9 5abave tee nodesnHyphens)egreseans ML /
support values less than 75% in ML and 0.95 in Bl. Newly generated sequences are in red and ex

type strains are in bold.

e

e
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Figure 6ai Angustimassarina kunmingen@#¢KAS 127159, shape. ai c Appearance of ascomata

on host surfaced, eVertical section througkthe ascomatd. Peridium.g Hamatheciumhi k Asci.

Iiq Ascospores (q stained in Indian ink, showing sheath). r Colonies on PDA from above.
s Colonies on PDAfrombelovtc al e bar s: Tkd10eaenlig=5E0MmM0 e m, f
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Figure 6b 1T Angustimassarina kunmingen$dUEST 23.001% shape . a, b Appearance of
ascomata on host surfaeg.d Vertical section througkhe ascomateae Peridium.f Hamathecium.

gi k Asci. ITr Ascospores (r stained indian ink, showig sheath)Sc al e bar s: C
e m,ik=10e mjr=bg m.




Culture characteristids Ascospores germinate on PDA within 24 h and germ tubes produced
from both ends of spores. Colonies on PDA reach 60 mm diam. after 14 d at 25 °C, ciragiar, ma
undulate, dense, surface slightly rough, effuse, velvety to hairy, pale brown; reverse pale brown at
the margin, dark brown in the centre.

Material examinedi China, Sichuan Province, Guangyuan city, Chaotian district,

N 32°41'05.48", E 106°01'22.408levation 628 m, on branches hfglans regia(Juglandaceae),
19 April 2021, W.L. Li, HT 227 (HKAS 127159), living culture UESTCC 23.0014 = CGMCC
3.24434bid., HT 224 (HUEST 23.0015), living culture UESTCC 23.00b&]., HT 228 (HUEST
23.0016), living culture UESTCC 23.0016ibid., HT 232 (HUEST 23.0017), living culture
UESTCC 23.0017.

GenBank numberss CGMCC 3.24434 = LSU: OR253324, ITS: OR253168SU:
OR253221, UESTCC 23.0015 = ITS: OR253167, SSU: OR253222; UESTCC 23.0016 = LSU:
OR253326, ITS: OR25%B, SSU: OR253223; UESTCC 23.0017 = LSU: OR253325, ITS:
OR253169, SSU: OR253224.

Notesi Four strains isolated from dead branchedunflans regiashowtwo different shapes
of ascomata and ascospores. Shape( Fi g . 6a): | ageni form ascoma
and thickwalled ascospores; shape(Fig. 6b): subglobose ascomata and thadled ascospores.
Phylogenetic analysis shows that the new collections are phylogenetically related tetyphe ex
strain of Angustimassarina kunmingenggig. 7), which was introduced by Jayawardena et al.
(2022) from a dead stem Gamellia semiserrataMorphologically,the shape of our collection is
almost identical to the holotype 8f kunmingenseA comparisorof the LSU, ITS, SSU antkfl
gene regions of KUNCC 220799 and CGMCC 3.24434 revealed only few nucleotide differences.
Therefore, we identified our new collection As kunmingensand this is the first report of this
species oduglans regia

BambusicdaceaeD.Q. Dai & K.D. Hyde, in Hyde et al., Fungal Divers. 63: 49 (2013).
MycoBank number: MB 80429%acesoffungi number: FoF 00586
Notes i Bambusicolaceaewas introduced by Hyde et al2013) to accommodate
BambusicolaFollowing consecutive studielseucaenicolaLongipedicellataNeobambusicoland
Palmiascomavere accepted in this famifCrous et al. 2014, Liu et al. 2015, Jayasiri et al. 2019)
However, Neobambusicolaand Longipedicellata were excluded from Bambusicolaceae and
transferred to Sulcaporaceaeand Longipedicellataceae, respectivelfranaka et al. 2015,
Phukhamsakda et al. 2018Yijesinghe et al. (2020) introducé&zbrylicolain Bambusicolaceaén
the latest taxonomy ddambusicolaceae, four geneBambusicolaCorylicola, Leucaenica and
Palmiascomaare accommodated (Wijayawardene et al. 20P2)Jmiascomawas introduced to
accommodat®. gregariascomurwith both asexual and sexual morphs isolated from palm by Liu
et al.(2015).

Palmiascoma acericoldV.L. Li & Jian K. Liu sp. nov Fig. 8

MycoBank number: MB 849144 acesoffungi number: FoF 14416

EtymologyT Th e s p e c i dcarieolade prietfheerts & oOAcet, fioen whiadhshe g e n
holotype was collected.

Saprobicon decaying branches éter truncatunBunge. Sexual morptscomaad 1701 240
x1802 10 ®=m 2(10 | n2 00} immersed to erumpent, gregarious to dense, crowded,
less commonly solitary, compressed globose, with flat base, brown to dark stioie 36.5 48
em wi de, centr al ,-like @aexiahd aapoie&ke opeming, filed avithchyakne t
periphysesPeridium26i3 8 e m t hi c k,i5 &ayem pfdoendalled ¢ells dftextura
angularis Hamatheciumcomprising 2.22. 8 e m wi de, cylindrical,
pseudoparaphyse#sci 63i69 x 9511 exm (66 | nl1=020),s8spored, bitunicate,
fissitunicate, cylindrieclavate, elongated and cylindrical pedicellate, with a furcate base, apically
rounded Ascospored2i14 x 3.54 . 5 xs=m 1@ 1n =20), biseriate, fusiform to ellipsoid,
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with rounded ends, uniseptate, slightly constricted at the septum-wallghl, guttulate. Asexual
morph: Not observed.

Culture characteristids Ascospores germinate on PDA within 24 h and germ tubes produced
from both ends of spores. Colonies on PDA reach 80 mm diam. after 14 d@f 2&dium dense,
circular, convex, surface slightly rough with entire edge, effuse, velvety to hairy, margin well
defined, colony from both above and below: white to greyish at thgimavhite in the centre.

Material examined China, Sichuan Provinc&€hengdu city, Pidu district, 180°49'26.76;'

E 103°47'41.64"elevation 442 m, on branchesAxfer truncatun{Aceraceag)19 May 2021, W.L.
Li, YBF 98 (HKAS 127160, holotype), etype culture UESTCC 23.0020 = CGMCC 3.24963;
ibid., YBF 97 (HUEST 23.0018), living culture UESTCC 23.00i#l., on a branch oPistacia
chinensisBunge(Aceraceag 19 May 2021, W.L. Li, HLM 160 (HUEST 23.0019), living culture
UESTCC 23.0019jbid., Guangyuarcity, Chaotian district, N 32°41'05.48", E 106°01'22.40",
elevation 628 m, on a branch éérnicia fordii (Euphorbiaceae), 19 April 2021, W.L. Li, HT 205
(HUEST 23.0021), living culture UESTCC 23.0021.

Angustimassarina quercicola MFLUCC 14-0506
Angustimassarina alni MFLUCC 15-0184
Angustimassarina coryli MFLUCC 14-0981
Angustimassarina acerina MFLUCC 14-0505
Angustimassarina rosarum MFLUCC 15-0080

Angustimassarina lonicerae MFLUCC 15-0088

Angustimassarina italica MFLUCC 15-0082

=1 Angustimassarina arezzoensis MFLUCC 13-0578

Angustimassarina populi MFLUCC 13-0034
Angustimassarina

76/ a Angustimassarina kunmingense KUNCC 22-10799

93/--4\ Angustimassarina kunmingense UESTCC 23.0017
82/
v

82/ “Mt Angustimassarina kunmingense CGMCC 3.24434

Angustimassarina kunmingense UESTCC 23.0015
99/14)

=N Angustimassarina kunmingense UESTCC 23.0016

98/--

4X
/0.96\ { Exosporium stylobatum CBS 160.30

L Angustimassarina sp. HKAS 122719

Angustimassarina camporesii MFLU 18-0057

4| Angustimassarina premilcurensis MFLUCC 15-0074

Angustimassarina sylvatica MFLUCC 18-0550

4X

Amorosia littoralis NN-6654 Amorosia

ax Eremodothis angulata CBS 610.74 Outgroup
0.005

Figure 71 Phylogram generated from maximum likelod analysis based on combined ITS, LSU
and SSU sequence data. Tweahe strains are included in the combined sequence analyses, which
comprise 3,075 characters with gagpsemodothis angulat&€BS 610.74 is used as the outgroup
taxon. Tree topology of Manalysis is similar to Bl analysis. The best scoring RAXML tree with

1451



a final likelihood value 0f-6146.283473 is presented. Proportion of gaps and completely
undetermined characters in this alignment are 26.37% with 297 distinct alignment patterns.
Estimated base frequencies were as follows; A = 0.244511, C = 0.242134, G = 0.270274,
T = 0.243081,; subgtition rates AC = 1.138013, AG = 1.276197, AT = 0.966009, CG = 0.892014,
CT = 4.831395, GT = 1.000000; gamma di stri bu
support wvalwues for ML O 75% and BYPP O 0.95
Hyphens(--) represent support values less than 75% in ML and 0.95 in Bl. Newly generated
sequences are in red andtgge strains are in bold.

Figure 8 1T Palmiascoma acericoldHKAS 127160 holotypé. a, b Appearance of ascomata on
host surfacec, d Vertical section throughhe ascomata. Beridium. f Ostioleg Hamathecium.

hi'l Asci. mi g Ascospores. r Colonies on PDA from above. s Colonies on PDA from below. Scale
bars:c=5@ md,f,g=2C m, Tilee10ehmmiq=5¢ m.
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GenBank numbersi CGMCC 3.24963 = LSU: OR253251, ITS: OR253099, SSU:
OR253178,rpb2 OR262121; UESTCC 23.0018 = LSU: OR253250, ITS: OR253098, SSU:
OR253177,rpb2 OR262120; UESTCC 23.0019 = LSU: OR2532685S:1 OR253110, SSU:
OR253188,rpb2 OR251135; UESTCC 23.0021 = LSU: OR253268, ITS: OR253114, SSU:
OR253191

Notesi Multi-gene phylogenetic analysis indicated four strain®alfniascoma acericola
clustered with the type strains &f qujingensg KUMCC 19-0201) with 99% ML/1.00 BYPP
(Fig. 9). A comparison of sequence data betwéenacericola (UESTCC 23.0020) and
P. qujingensg KUMCC 19-0201) show 9 bp (1.9%) and 42 bp (4.2%) nucleotide differences in
ITS andrpb2, respectively,while no base pair differeecin LSU and SSU. Morphologically,

P. acericolais similar toP. qujingensen having immersed to sermmersed ascomata, cylindric

clavate asci with an elongated pedicel, broadly fusiform to ellipsoisepiate ascospores.
However,P. acericolahas smdér ascomata thaR. qujingens€170:1240 x 1802 1 0 e miv s . 2
400 x 200300 & m) . Addi t i onR.ladencolaare lowhwalledowbile those e s o f
P. qujingensare smootkwalled.

Corynesporascacea&ivan., Mycological Research 100: 786 (1996)

MycoBank number: MB 8198 Faesoffungi numbertoF 12737

Notes i Corynesporascaceae was introduced by Sivan€$8f6) to accommodate a
monotypic genugorynesporascaandCo. caryotaewas designea@s the type species. In several
studies,Corynesporawas considered as the asexual rhogp CorynesporascdSivanesan 1996).
However there is no enough evidence to support this conclusion. In the latest taxonomy of
Dothiodeomycetes, Corynespora and Corynesporasca were classified into the family
Corynesporascaceass two distinct genera (Hosgnan et al. 2020).

CorynesporadesiaeW.L. Li & Jian K. Liu sp. nov. Fig. 10

MycoBank number: MB 84914%acesoffungi numbeFoF 14413

Etymologyi The s peciidesia@® e piftelr st t ddesiglfrem whichdshe genus
holotype was collected.

Segprobic on decaying branches d¢desia polycarpaMaxim. Sexual morphNot observed.
Asexual morphHyphomycetousColonieseffuse, brown to dark brown and haikyceliumsemt
immersed to immersed, composed of branched, septate, pale brown to brown,-wallecth
hyphae.Conidiophores173 258 x 8.511 um (x = 215.5 x 9.5 ym, n = 15), macronematous,
mononematous, unbranched, erect, straigteaious, cylindrical, smooth, brown to dark brown,
septate, with up to 3 successive cylindrical exterssidonidiogenous cell§1i 56 x 58.5 um =
48.5 x 7 yum, n = 15), integrated, terminal, monotretic, cylindrical, pale brown to brown, smooth.
Conidia 110186 x 1012 um = 148 x 11 um, n = 15), acrogenous, solitary, subcylingrica
rounded at the apex, straight or slightly curvedi2Ddistoseptate, pale olivaceous, smooth,
tapering towards to the apex, truncate at the base, with a darkened scar at the base, sometimes with
percurrent proliferation which forms another conidiunmirtihe conidial apex.

Culture characteristicé Conidia germinae on PDA within 24 h and germ tubes produced
from all cells. Colonies on PDA reach 30 mm diam. at 25 °C after 14 d, circular, velvety, fluffy,
subhyaline at centre, cream at margin; reversewdirown at center, dark grey at middle, cream at
margin.

Material examined China, Sichuan Provinc&aan city, Tianquan county, B0°05'37.08;

E 102°54'24.33"elevation612 m on branches dflesia polycarpa29 October 2021, W.L. Li, STZ
498 (HKAS 127161, holotype), ekype culture UESTCC 23.0022 = CGMCC 3.244i88]., HLM
498b (HUEST 23.0023), living culture UESTCC 23.0023.

GenBank numberss CGMCC 3.24438 = LSU: OR253305, ITS: OR25314¢p2
OR253753; UESTCC 23.0023 = LSU: OR253306, ITS: OR253pb2: OR253754.

Notesi Multi-gene phylogenetic analysis indicated that two strafnSorynespora idesiae
clustered withC. lignicola with 99% ML and 1.00 BYPP support (Fig. 11). Morphologically,
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C. idesiaeresemblesC. lignicola in having mononematouand unbranched conidiophores, and
cylindrical, distoseptate and pale olivaceous conidia. Noneth&esdesiaecan be distinguished
from C. lignicolaby shorter conidiophores (17358 um vs. 470670 um).

Bambusicola dimorpha MFLUCC 13-0282

Bambusicola pustulata MFLUCC 15-0190

571 Bambusicola bambusae MFLUCC 11-0614

ambusicola irregulispora MFLUCC 11-0437
98/1 Bambusicola aquatica MFLUCC 18-1031

Bambusicola splendida MFLUCC 11—-0439
80/1

Bambusicola didymospora MFLUCC 10-0557

ejooisnquieg

99/1 Bambusicola loculataMFLUCC 13—-0856

77—1—Bambusicola massarinia MFLUCC 11-0389

100/1

Bambusicola sichuanensis SICAUCC 16—-0002

Bambusicola fusispora MFLUCC 20-0149

Leucaenicola osmanthi NTUH 18—1-101

5

87/1 98/1

Leucaenicola phraeana MFLUCC 18—0472

Leucaenicola aseptataMFLUCC 17—2423

Leucaenicola camelliaeNTUCC 18—-093-4

092/uskeand

el

85/1| Leucaenicola taiwanensis NTUCC 18—094—1

100/1 —Corylicola italica MFLUCC 20— 0111 Corylicola

Palmiascoma acericola UESTCC 23.0018

76/1

Ied

Palmiascoma acericola UESTCC 23.0019
100/1t- Palmiascoma acericola CGMCC 3.24963

Palmiascoma acericola UESTCC 23.0021

Palmiascoma qujingense KUMCC 19-0201

ewoaoseiw

Palmiascoma gregariascomum MFLUCC 11-0175

Palmiascoma gregariascomum MFLUCC 11— 0424

Murilentithecium lonicerae MFLUCC 18—-0675
100/1
Outgroup
Murilentithecium clematidis MFLUCC 14— 0561

0.05

Figure 91 Phylogram generated from maximuikelihood analysis based on combined LSU, SSU,
ITS andrpb2 sequence data. Twensyx strains are included in the combined sequence analyses,
which comprise 3,657 characters with gagsirilentithecium clematidisMFLUCC 140561 and

M. loniceraeMFLUCC 180675 are used as outgroup taxa. Tree topology of ML analysis is similar
to Bl analysis. The best scoring RAXML tree with a final likelihood value26f703.719340 is
presented. Proportion of gaps and completely undetermined characters in this aligndi292ate

with 953 distinct alignment patterns. Estimated base frequencies were as follows; A = 0.087127,
C =0.033474, G = 0.088612, T = 0.058542; substitution rates AC = 0.312229, AG = 2.081526,
AT = 3.217693, CG = 0.095403, CT = 0.138768, GT = 0.260f@mma distribution shape
parameter U = 0.146122. Bootstrap support val
ML/BYPP above the nodes. Hyphens) fepresent support values less than 75% in ML and 0.95 in
Bl. Newly generated sequences are in medl @xtype strains are in bold.
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Figure 10 i Corynespora idesiaéHKAS 127161 holotype). a Appearance of colony on host
surface. bd Conidiophores and conidiogenous celik €onidia. | Colonies on PDA from above.
m Colonies orPDA from below. Scale barsib = 20 & m.
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Helminthosporium solani CBS 365.75
-/0.99 Helminthosporium velutinum CBS 139923
Helminthosporium oligosporum CBS 136909
—/0.9 Helminthosporium caespitosum CBS 484.77

Helminthosporium endiandrae CBS 138902
Helminthosporium genistae CBS 142597
Helminthosporium austriacum CBS 139924

83/1
78/ Helminthosporium hispanicum CBS 136917
100 /: Helminthosporium microsorum CBS 136910

Helminthosporium quercinum CBS 136921
Helminthosporium juglandinum CBS 136922
100/1 L Helminthosporium leucadendri CBS 135133
Stagonospora paludosa CBS 135088

Stagonospora perfecta JCM 13099
100M|L_ Stagonospora pseudoperfecta CBS 120236

100/1

Stagonospora tainanensis MAFF 243860
99/1 Periconia pseudodigitata CBS 139699
—10.99) _EPericonia digitata CBS 510.77

99/1

Periconiaceae

Periconia macrospinosa CBS 135663

Periconia byssoides MAFF 243872

Corynespora torulosa CBS 136419

Corynespora pseudocassiicola CPC 31708

Corynespora doipuiensis MFLUCC 14-0022

Corynespora thailandica CBS 145089

100/1 Corynespora nabanheensis HJIAUP C2048T
[IBES{-[ Corynespora mengsongensis HJAUP C2000T

Corynespora yunnanensis HJAUP C2132T

~/0.97

--/0.96

76/0.96

Corynespora submersa MFLUCC 16-1101
100/1 | Corynespora idesiae CGMCC 3.24438
99/1‘ | Corynespora idesiae UESTCC 23.0023
85/1 Corynespora lignicola MFLUCC 16-1301
Corynespora smithii CBS 139925
100/1| Corynespora smithii L120

Corynespora smithii L130
O | Corynespora smithii CABI 5649b
Corynespora encephalarti CBS 145555
99/1L— Corynespora citricola CBS 169.77
Corynespora cassiicola CBS 100822
100/1r Cyclothyriella rubronotata CBS 121892
Cyclothyriella rubronotata CBS 141486

100/1

Outgroup

0.04

Figure 117 Phylogram generated from maximum likelihood analysis based on combined ITS, LSU
and SSU sequence data. Forty strains are included in the combined sequence analyses, which
comprise 5,124 characterstiwgaps.Cyclothyriella rubronotataCBS 121892 anc. rubronotata

CBS 141486 are used as outgroup taxa. Tree topology of ML analysis is similar to Bl analysis. The
best scoring RAXML tree with a final likelihood value-@4798.829502 is presented. Pramor of

gaps and completely undetermined characters in this alignment are 42.78% with 1637 distinct
alignment patterns. Estimated base frequencies were as follows; A = 0.238508, C = 0.261869,
G = 0.265930, T = 0.233693; substitution rates AC = 1.2646@=A.847659, AT = 1.321126,
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CG = 1.023455, CT = 7.027562, GT = 1.000000
0.613420. Bootstrap support values for ML O
above the nodes. Hyphens) (represent support valuessk than 75% in ML and 0.95 in Bl. Newly
generated sequences are in red antyea strains are in bold.

Cucurbitariaceae G. Winter [as Cucurbitarieae], Rabenh. Krypk, Edn 2 (Leipzig) 1.2: 308.
1885.

MycoBank number: MB 8066 Facesoffungi numbeFEoF 08179

Notesi Cucurbitariaceae was introduced by Win{&885) with Cucurbitaria as the type
genus, and characterized by ostiolate ascomata aggregated on a basal pseudostromatic structure
Hamathecium composed of wide persistdamentsyssitunicatecylindrical to cylindricaiclavate
asci and dark, phragmosporous or muriform ascospores. Asexual morph characterized by phoma
like, setose pycnidia, and hyaline, aseptate conidia. After a series of familial revision, 13 genera
were accepted in Cucurbitaceae, including five sexual genefaugitella, FenestellaRhytidiellg
Seltsamia and Syncarpelly, three asexual generaAdtragalicola Allocucurbitaria and
Paracucurbitarig and five holomorphic generaCycitella Cucurbitaria Neocucurbitaria
Parafenetella andSynfenestella

Neocucurbitaria pistaciicolaV.L. Li & Jian K. Liu sp. hov Fig. 12

MycoBank number: MB 849146-acesoffungi numbeFoF 14417

Etymologyi Th e s p e cipistadicol@®p irteli etr s 6 t distacta d#'omhmbisht g e n
the holdype was collected.

Saprobicon decaying branches Bfstacia chinensiBunge Sexual morphAscomata230
260 x 240300 £an 240 | n2710), gbose to subglobose, with flattened base,
solitary, immersed, uniloculate, excreting dark brown to black masses of ascospores on host
surface, ostiolateOstiole central, short and broadly pépte, inconspicuous at the surface, black,
filled with hyaline periphyse®eridium2736 e m t hi ck, composed of se
to dark brown cells ofextura angularis Hamatheciunconsisting of 1.62 e m wi d e, num
filamentous, septatpseudoparaphyses, branched and enclosed in a gelatinous matrix, hyaline,
smooth.Asci 1541197 x 3134 em (L 75. 5 In =20), 450r &pored, bitunicate,
fissitunicate, cylindrical to clavate, with a cylindrical and eccentric pedapétally rounded, with
a small ocular chambeAscospore$6.545x9.513 &m ¢ 1 | n#20), ksenate in 4
spored asci, -8eriate in 8pored asci, muriform, ellipsoid to broadly fusiform, with rounded ends,
hyaline to pale brown wn young, becoming dark brown at maturity, deeply constricted at the
middle traverse septum, the upper part is larger than the lower part, guttules in each cell, no
mucilaginous sheath observed when immersed in Indian ink. Asexual morph: Not observed.

Culture characteristick Ascospores germinate on PDA within 24 h and germ tubes produced
from any cell. Colonies on PDA reach 80 mm diam. at 25 °C after 14 d, circular, thick and dense,
first white, turning dull olivaceous brown to brownish grey from thereemonate; aerial hyphae
forming loose greyish mesh; reverse dark grey to black.

Material examined China, Sichuan Provinc&€hengdu city, Pidu district, 180°49'26.76;'

E 103°47'41.64" elevation442 m on branches dPistacia chinensis23 January 2Q@R W.L. Li,
HLM 158 (HKAS 127162, holotype), etype culture CGMCC 3.24431 = UESTCC 23.0025.

GenBank numberss CGMCC 3.24431 = LSU: OR253261, ITS: OR259025, SSU:
OR242657,tefl OR266098,rpb2 OR262125; UESTCC 23.0025 = LSU: OR253262, ITS:
OR253109, SSUOR253187tefl: OR266099rpb2: OR251134.

Notesi Multi-gene phylogenetic analysis indicated tNabcucurbitaria pistaciicoldorm a
sister clade with\. variabilis with 87% ML/1.00 BYPP support (Fig. 13)he asexual morph of
N. variabilis was originaly isolated from plant debris in freshwater in Sp@tagafiaDueiias et al.

2021), but its sexual morph has not been repoNedcucurbitaria pistaciicoldits well with the
genetic concept ofNeocucurbitaria characterized by immersed and uniloculate asda,
cylindrical to clavate asci with a pedicel, and ellipsoid to broadly fusiform and muriform
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ascospores. Howeve\, pistaciicoladiffers from otheiNeocucurbitariaspecies in having-dpored

and 8spored asci when mature, and with a cylindrical amemicic pedice(Jaklitsch et al. 2018)
Additionally, mostNeocucurbitariaspecies display uniseriately arranged asci, while ascospores of
N. pistaciicolaare sometimes biseriately arranged in the asci.

Figure 127 Neocucurbitaria pistaciicolfHKAS 127162 holotypg. ai ¢ Appearance of ascomata

on host surfaced, e Vertical section througlascomata. Peridium.g Hamatheciumhi | Asci.

mi g Ascospores. r Colonies on PDA from above. s Colonies on PDA from below. Scale bars: d, e
=50e m, 1d=10em, g=20c m.
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Neocucurbitariairregularis CBS 142791
Neocucurbitaria keratinophila CBS 121759
Neocucurbitariaaquadulcis FMR 17840

100/1; Neocucurbitaria pistaciicola CGMCC 3.24431
Neocucurbitaria pistaciicola UESTCC 23.0025
Neocucurbitaria variabilis CBS 144611
Neocucurbitaria acerina WU 35999

Neocucurbitaria acerina WU 35998

Neocucurbitaria acerina MFLUCC 16-1450
Neocucurbitariaaquatica CBS 297.74
1001LNeocucurbitaria unguis-homonos CBS 111112
Neocucurbitaria vachelliae CBS 142397

-9 Neocucurbitaria rhamni CBS 142391
100tNeocucurbitaria rhamni WU 36936
10011|[Neocucurbitariarhamni WU 36944
Neocucurbitariarhamni WU 36945
Neocucurbitariarhamni WU 36943

10011 fNeocucurbitariarhamnioides WU 36950

98/1]

100/1~~

AN

~10.96]

Neocucurbitariarhamnioides CBS 142395
Neocucurbitariarhamnicola CBS 142396

100/t Neocucurbitaria rnamnicola WU 36947
1001rNeocucurbitariaribicola WU 36952 Neocucurbitaria
Neocucurbitariaribicola CBS 142394

100/rNeocucurbitaria cava CBS 115979

10011 “Neocucurbitaria cava CBS H20320
10011 Neocucurbitariapopuli CBS 142393
97| 1w0onl T Neocucurbitariajuglandicola CBS 142390

Neocucurbitaria cisticola CBS 142402
Neocucurbitaria hakeae CBS 142109
100/fNeocucurbitaria aetnensis WU 36930
Neocucurbitaria aetnensis WU 36929
Neocucurbitaria cinereae CBS 142406
Neocucurbitaria acanthocladae WU 35997
Neocucurbitariaquercina CBS 115095
Neocucurbitaria salicis-albae CBS 144611
98/1\Protofenestella ulmi WU 36955
96/1 Protofenestella ulmi UPS F178445

201 \ (Cucurbitaria oromediterranea WU 35992
98/1 Cucurbitariaoromediterranea WU 35990
el 100,\ Cucurbitaria oromediterranea WU 35991
Cucurbitariaoromediterranea WU 35988
Cucurbitaria oromediterranea WU 35989
Cucurbitariaoromediterranea WU 35993
Cucurbitaria berberidis WU 31405
Cucurbitariaberberidis CBS 130007

Protofenestella

Cucurbitaria

-0 gg/ Cucurbitaria berberidis WU 35987
1L ¥ _0.99 Parafenestella ostryae MFLU 16-184
=[G aratanasteila macken:lel MFLU 16.181 Parafenestella
-l L parafenestella pseudoplatani WU 36954
Fenestella fenestrata WU 35996 Fenestella
100/1 Seltsamia ulmi WU 36957 Seltsamia
100/1 Allocucurbitaria botulisporaCBS 234.92  Allocucurbitaria
Astragalicola amorpha WU 35994 Astragalicola
~/0.97! Neocucurbitaria prunicola CBS 145033
100/1EParacucurbitaria italica CBS 234.92 Paracucurbitaria
Paracucurbitaria corni CBS H16563
L—Cucitella opali WU 35995 Cucitella
100/1 Pyrenochaeta nobilis CBS H500 incertae sedis
100i-Neopyrenochaetafragariae CBS 101634
._WJE_‘:LNeopyrenochaeta acicolaCBS 812.95
100/ Neopyrenochaeta inflorescentiae CBS 119222
L Neopyrenochaeta telephoni CBS 139022
100/1 Pseudopyrenochaetaterrestris CBS 282.72
_:Pseudopyrenochaeta lycopersici CBS 306.65 Outgroup

85/1

Neopyrenochaetaceae

0.03

Figure 131 Phylogram generated from maximum likelihood analysis based on combined ITS, LSU,
SSU, rpb2, tefl andtub2 sequence data. Sixgix strains are included in the combined sequence
analyses, which comprise 7,513 characters wigls g@seudopyrenochaeta lycopersieBS 306.65
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andP. terrestrisCBS 282.72 are used as outgroup taxa. Tree topology of ML analysis is similar to

Bl analysis. The best scoring RAXML tree with a final likelihood value-G#664.024897 is
presented. Proportioof gaps and completely undetermined characters in this alignment are 35.95%
with 1870 distinct alignment patterns. Estimated base frequencies were as follows; A = 0.087127,
C =0.033474, G = 0.088612, T = 0.058542; substitution rates AC = 0.312229, 22181526,

AT = 3.217693, CG = 0.095403, CT = 0.138768, GT = 0.260191; gamma distribution shape
parameter U = 0.139760. Bootstrap support val
ML/BYPP above the nodes. Hyphens) fepresent support valuesdeban 75% in ML and 0.95 in

Bl. Newly generated sequences are in red anty@x strains are in bold.

DidymosphaeriaceaeMunk, Dansk bot. Ark. 15(no. 2): 128 (1953).

MycoBank number: MB 8070ZFacesoffungi numbeFEoF00200

Notesi Didymosphaeriaceae spes have a cosmopolitan distribution, and are saprobic,
pathogenic or endophytic on woody and herbaceous plants. This family was established by Munk
(1953) and typified byDidymosphaeria Hongsanan et al. (2020) accepted 32 genera in
Didymosphaeriaceae.

Austropleospora ochraceh.S. Dissan, J.C. Kang & K.D. Hyde, Phytotaxa 491(3): 223 (2021)
Fig. 14

MycoBank number: MB557841; Facesoffungi number: FoF 00936

Saprobicon decaying branches &cer truncatumBunge Sexual morph: Not observed.
Aesexual morphCoelomycetousConidiomata233300 x 300340 &£ 260 | 320
n =10), pycnidial, solitary, immersed or semimersed, uniloculaor multilocular, central ostiole.
Conidophoregeduced to conidiogenous cellSonidiogenous cellgi5.5 x 34 . 5 ixe=m5 %

3. 7 ¢ nm), lining the inner conidiomatal cavity, inconspicuous, hyaline, ampulliform to
doliiform, phialidic. Conidia4.57 x 34 . 5 x=m 5( 5 [  330)5ellipsaid, hyatine to
brown, with two small oidroplets at each endseptate, smootland thickwalled.

Known distributioni Guizhou Province, China

Culture characteristicé Conidia germinate on PDA within 24 h. Colonies on PDA 30 mm
diam. after 2 weeks at 25 °C, cream white at the margin, pale brown to yellowish lordkaa i
center; reverse thin, flat, pale brown to yellowish brown.

Material examined China, Sichuan Province, Chengdu city, Pidu districBaW49'26.76;

E 103°47'41.64," elevation 442 m, on branchesAxder truncatum19 March 2021, W.L. Li, YBF
106 (HUEST 23.0031), living culture UESTCC 23.003tid., 5 March 2021, YBF 39 (HUEST
23.0034), living culture UESTCC 23.003bid., University of Electronic Science and Technology
of China (UESTC), Qingshuihe campus38°45'24.74", E 103°55'21.108&evation638 m, on a
branch ofTrachycarpus fortunei24 November 2020, W.L. Li, W126 (HUEST 23.0032), living
culture UESTCC 23.0032;ibid., Guangyuan city, Qingchuan county, N 32°41'54.56",
E 106°04'45.37", elevation 638 m, on branche¥erhicia fordii, 20 Apil 2021, W.L. Li, YT 174
(HUEST 23.0033), living culture UESTCC 23.0033.

GenBank numbers UESTCC 23.0031 = LSU: OR253255, ITS: OR253103, SSU:
OR253181,tefl: OR251062,rpb2: OR262127; UESTCC 23.0032 = LSU: OR253316, SSU:
OR253218,tefl OR263573; UESTCC 20034 = LSU: OR253239, ITS: OR253087; UESTCC
23.0033 = LSU: OR253265, ITS: OR253112, SSU: OR253#8D,0R251062.

Notesi Austropleospora ochraceaith its sexual morphvas introduced by Dissanayake et
al. (2021) isolated from dead twigs of an undetered host in Guizhou Province, China. In the
multi-gene phylogeny, our four new isolates clustered together with Htypexof A. ochracea
with 91% ML/1.00 BYPP support (Fid5). The BLASTn searches of the LSU sequence of our
strain resulted in 100% sitarity with A. ochraceaHMAS 248367, thetefl showed 99.78%
similarity with A. ochraceaGZCC 190430, and ITS BLASTnN results appeared 99.64% similarity
with A. ochraceaHMAS 248367. Thus, we accept the new collection as the asexual morph of
A. ochraceadiscovered on woody oil plants for the first time.
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Figure 14 7 Austropleospora ochraceHUEST 23.0031). ic Appearance of conidiomata on
natural substrate. d, e Vertical section of conidiomata. f, g Conidiogenous cells and developing
conidia. fil Conidia. Scale bars:d,® 1 0 0ihe m, 1f0 e&m,2.i5 & m.

Montagnula donacina(Niessl) Wanas., E.B.G. Jan& K.D. Hyde, Fungal Biology 120 (11):
1365 (2016) Fig. 16
MycoBank number: MB 626421; Facesoffungi number: FOF 04638
Saprobicon decaying branches Bfeonia suffrutiosa Sexual morphAscomata370/ 430 x
220360 ®&=m 400 | n2Z49@, imenersed to seAmmersed, solitary, scattered or in
small groups, unilocular, globose, brown to dark brown, ostio@siole 63i6 5 e m wi de
papillate, centralPeridium33i3 9 & m t h-layered, outaruldyer icomprising dark brown,
thick-walled cells oftextura angularis inner layer composed of pale brown, talled cells of
textura angularis Hamathecium2i2 . 5 e m wi de, composed ofs, nume
branched, septate, pesudoparaphyses, and embedded in a gelatinoufswad8i.114 x 1112
emif¥ 106. 5 In =10), 8sporednbjtunicate, fissitunicate, cylinddtavate with an

1461



elongate pedicel, apically rounded, with a tinylac chamberAscospored4.516.5 x 36 & m
(x= 15. 5 In="20),%verdapping, iR seriate, fusiform, pale to dark brown, uniseptate,
deeply constricted at the septum, guttulate, théeid smootkwalled, without terminal appendages.

Asexual morph: Not observed.

o — Austropleospora ochracea UESTCC 23.0033

Austropleospora ochracea UESTCC 23.0034

91/1 Austropleospora ochracea UESTCC 23.0031

83/ | r Austropleospora ochracea KUMCC 20-0020

86/ | Austropleospora ochracea UESTCC 23.0032

100/1 Austropleospora archidendri CBS 168.77

Austropleospora archidendri MFLUCC 17-2429

Austropleospora keteleeriae MFLUCC 18-1551

| Paracamarosporium fagi CPC 24890
100/1
Paracamarosporium fagi CPC 24892 Paracamarosporium
Paracamarosporium hawaiiense CBS 120025
94/0.99 —10.98 Pseudocamarosporium pteleae MFLUCC 17-0724
: Pseudocamarosporium
100/1| = Pseudocamarosporium ulmi-minoris MFLUCC 17-0671
Pseudocamarosporium propinquum MFLUCC 13-0544
100/1 ’7 Paraphaeosphaeria rosae MFLUCC 17-2549
84/1 Paraphaeosphaeria rosae MFLUCC 17-2547 Paraphaeosphaeria
97/1 — Paraphaeosphaeria rosicola MFLUCC 15-0042
| Karstenula rhodostoma CBS 690.94
100/1 | Karstenula
| Karstenula rhodostoma CBS 691.94
— Didymosphaeria rubi-ulmifolii MFLUCC 14-0023 Didymosphaeria
Paraconiothyrium estuarinum CBS 109850
100/-- ‘ Outgroup

Paraconiothyrium cyclothyrioides CBS 972.95
0.01

Figure 157 Phylogram generated from maximum likelihood analysis based on combined LSU,
SSU, ITS andtefl sequence data. Twentywo strains are included in the combined sequence
analyses, which comprise 3,302 characters wgips. Paraconiothyrium cyclothyrioide€BS
972.95 andP. estuarinunCBS 109850 are used as outgroup taxa. Tree topology of ML analysis is
similar to Bl analysis. The best scoring RAXML tree with a final likelihood valu®&2$4.761725

is presented. Propmon of gaps and completely undetermined characters in this alignment are
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23.13% with 299 distinct alignment patterns. Estimated base frequencies were as follows;
A = 0.238529, C = 0.245119, G 3:270434, T = 0.245917; substitution rates AC = 0.884887,

AG = 1.065917, AT = 0.843771, CG = 0.920942, CT = 6.617746, GT = 1.000000; gamma
di stribution shape parameter U = 0.990764. B«
0.95 are defined as ML/BYPP above the nodes. Hyphehsepresent support values lessntha

75% in ML and 0.95 in BIl. Newly generated sequences are in red agpeegtrains are in bold.

Figure 16 i Montagnula donacingHUEST 23.0030). lac Appearance of ascomata on host
surface. d Vertical section througthe ascoma. e Peridium. f Hamathen. ¢l Asci.

mi q Ascospores. r Colonies on PDA from above. s Colonies on PDA from below. Scale bars: d =
100 em, e,il f==20ad ec=npg megm.
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Known distributioni China,Thailand

Culture characteristics Conidia germinate on PDA within 24 h. Colonies on Pi2Ach 80
mm diam. after 14 d at 25 °C, effuse, hairy, gndyite from above, yellowish white from below.

Material examinedi China, Sichuan Province, Mianyang city, Youxian district,
N 31°25'22.18;" E 104°48'57.99" elevation 800 m, on a branch Béeoniasuffruticosa 10 June
2021, W.L. Li, YMD 313 (HUEST 23.0030), living culture UESTCC 23.0030.

GenBank numbers UESTCC 23.0030 = LSU: OR253279, ITS: OR253120, SSU:
OR253194tefl: OR251171rpb2: OR251143.

Notesi Montagnula donacinavas introduced to aocmmodateMunkovalsaria donacidy
Wanasinghe et al. (2016). Recently, Sun et al. (2023) synonynizeathromolaenicola
M. puerensisM. saikhuensignd M. thailandicaunderM. donaciabased orDNA sequence data
and overlapping morphological characteasti Montagnula donacinawas characterized by
immersed to erumpent, globose ascomata, bitunicate, fissitunicate, elolagate to short
cylindrical asci, long pedicellate, bearing biseriate, uniseptate, light brown to blackish brown
ascospores without mucilaginous sheattMulti-gene phylogenetic analysis shows that new
isolate UESTCC 23.0030 (Fid8) clustered withM. donacinastrains.We, thus classify the new
collection withinM. donacina

Montagnula verniciaéW.L. Li & Jian K. Liu sp. nov Fig. 17

MycoBank number: MB 84914 Facesoffungi numbeFoF 14414

Etymologyi Th e s peciVemnidade prietf heerts & oVerhidiaefronmwhich g e n
the holotype was collected.

Saprobic on decaying branches ofernicia fordii (Hemsl) Airy Shaw. Sexuamorph:
Ascomata320i360 x 3003 30 #=m 3(4 0 1 n 3 20) immensed, visible as black spots,
surrounded by a palgellow halo on the surface, solitary, scattered, globose or subglobose, wide
papillate, dark reddish brown, ostiolakeridium28i3 9 e m t hi ¢k, compri sin
hyaline cells oftextura angularis and an outer layer of reddiinown cells oftextura angularis.
Hamatheciunl.82 . 2 e m wi de, hyaline, septate, anasto
pesudoparapyses.Asci91i98 x 1518 sm Q4. 5 | n 4 M), Sspoedn bitunicate,
fissitunicate, clavate, with a long pedicel with kA to furcate base, apically rounded, with a
small ocular chamberscosporesl9.523 x 759 e&F (21 1 n 820k iP-seriate,
overlapping, initially hyaline to reddistrown, ellipsoidal to fusiform with rounded and subhyaline
ends, uniseptate, slightly constricted at the septum, straight to curved, enlarged at the upper cell,
smoothwalled with guttules. Asexual morph: Not observed.

Culture characteristidgs Colonies on PDA 30 mm diam. after 4 weeks at 25 °C, dirty white to
pale brown at the margin, pale brown to yellowish brown in the centre; reverse thin, flat, pale
brown.

Material exammed 1 China, Sichuan Province, Guangyuan city, Qingchuan county,

N 32°41'54.56,' E 106°04'45.37," elevation 638 m, on branches\édrnicia fordii, 20 April 2021,
W.L. Li, YT240 (HKAS 127164, holotype), etype culture UESTCC 23.0028 = CGMCC 3.24435;
ibid., YT240b (HUEST 23.0029, isotype), living culture UESTCC 23.0029.

GenBank numbersi CGMCC 3.24435 = LSU: OR253273, ITS: OR269139, SSU:
OR253192,tefl OR251166,rpb2 OR251141; UESTCC 23.0029 = LSU: OR253274, ITS:
OR269140, SSU: OR25319@f1: OR251167rpb2 OR251142

Notesi Multi-gene phylogenetic analysis indicated tidntagnula verniciaeforms a
distinct clade withirMontagnula(Fig. 18). The morphological characters Mt verniciaefits well
with Montagnula species in having immersed ascomata witlsnaall papilla, multlayered
peridium comprising cells oftextura angularis cellular pseudoparaphyses and bitunicate,
fissitunicate, clavate asci with a long pedicel and bearing septate and yeltwaxsh to brown
ascospores. Howevek). verniciaediffers from other species d¥lontagnulain having distinct
translucent areas at both ends of the ascospores.
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didd 2

Figure 171 Montagnula verniciadHKAS 127164, holotype).i@ Appearance of ascomata on host
surface. d, e Vertical section throughscoma. f Peridm. g Hamathecium. im Asci.

ni r Ascospores. s Colonies on PDA from above, t Colonies on PDA from below. Scale bars: d =
100e m,=5@e m, f , gim=20s0m,igs7rbe mh
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1001

100/1

Montagnula donacina HVVV01
Montagnula donacina HFG 07004
Montagnula donacina KUMCC 20-0225
Montagnula donacina MFLUCC 17-1469

Montagnula donacina MFLUCC 17-1508
L Montagnula donacina UESTCC 23.0030
_— Montagnula donacina MFLUCC 16-0315
Montagnula graminicola MFLUCC 13-0352

Montagnula chromolaenae MFLUCC 17-1435

100/1
79/1 Montagnula chiangraiensis MFLUCC 17-1420
Montagnula guiyangensis HKAS 124556
Montagnula krabiensis MFLUCC 16-0250

Montagnula aloes CPC 19671

100/1| Montagnula verniciae CGMCC 3.24435
Montagnula verniciae UESTCC 23.0029

2X
99/0.99

001 2X | Alloconiothyrium aptrootii CBS 981

L Montagnula aquilariae KUNCC 22-10815

28 Montagnula cylindrospora UTHSC-DI16-208
Montagnula cirsii MFLUCC 13-0680

Montagnula scabiosae MFLUCC 14-0954
Montagnula camporesii MFLUCC 16-1369
Montagnula aquatica MFLU 22-0171
Montagnula bellevaliae MFLUCC 14-0924

N Montagnula jonesii MELUCC 16-1448
_| Alloconiothyrium aptrootii CBS 980.95

Outgroup

.95

Figure 18 i Phylogram generated from maximum likelihood analysis basedombined LSU,

SSU, ITS andtefl sequence data. Twentiye strains are included in the combined sequence
analyses, which comprise 3,360 characters with galpsconiothyrium aptrootiiCBS 980.95 and

A. aptrootii CBS 981.95 are used as outgroup taxae Topology of ML analysis is similar to Bl
analysis. The best scoring RAXML tree with a final likelihood value9620.298714 is presented.
Proportion of gaps and completely undetermined characters in this alignment are 22.71% with 621
distinct alignmentpatterns. Estimated base frequencies were as follows; A = 0.241394, C =
0.252438, G = 0.271067, T = 0.235101; substitution rates AC = 1.707952, AG = 2.421688, AT =
1.504214, CG = 1.1121675, CT = 8.521535, GT =
= 0.675307. Bootstrap support valwues for ML
above the nodes. Hyphens) (represent support values less than 75% in ML and 0.95 in Bl. Newly
generated sequences are in red antyea strains are in bold.
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Neokamusia aquibrunneal. Yang, Jian K. Liu & K.D. Hyde, Fungal Diversity 119: 37 (2023)
Fig. 19

MycoBank number: MB 55944 %acesoffungi numbeFEoF12782

Saprobicon decaying branches dfachycarpus fortungiHook, f.) H. Wendl. Sexual morph:
Ascomata?90i 400 x 240360 mxf 340 1 n 3 00D sobtary, scattered or in groups of
1i 3, immersed, globose to subglobose, coriaceous, clypeus brown to dark brown on host surface
with ascomata breaking through slightly raised cracks at the céddgtmle 44.559 e m wi de,
central, periphysatd?eridium27.546 e m t hi c k, comprising host a
brown and thickwalled to hyaline and thiwalled cells oftextura angularis Hamatheciunl.5 2
em wi de, numer ous, d e n s ein a gelatiaonscniaixsci 6EB58p xk at e,
7510 em (75 | rB= ZD), &pored, bitunicate, fissitunicate, cylindrical, apically
rounded, with a small ocular chamber and a long pedkselospored2.514 x 3.54 ea¥ 18
x3 . 5 n&R&0), 12 seriate, broad fusiform, straight or slightly curve, with larger upper cell and
elongate lower cell, uniseptate, deeply constricted at the septum, golden brown, smooth, guttulate.
Asexual morph: Not observed.

Culture characteristids Colonies on PDA reach 6 mm diam. after 14 d at 24 °C, dark grey to
brown, circular, surface slightly rough with an entire edge, reverse yellowish brown to greyish
brown, not producing pigments in PDA.

Material examinedi China, Sichuan Province, Chengdityc University of Electronic
Science and Technology of China (UESTC) campus (Qingshuihe),3045'24.74",

E 103°55'21.10"elevation 638 m, on branchesTafachycarpus fortune5 November 2020, W.L.
Li, WD128 (HKAS 127163), living cultures UESTCC 232= CGMCC 3.24441ibid., WD128b
(HUEST 23.0027), living culture UESTCC 23.0027.

GenBank numberss CGMCC 3.24441 = LSU: OR253317, ITS: OR253159, SSU:
OR253219,tefl OR263574; UESTCC 23.0027 = LSU: OR253318, ITS: OR253160, SSU:
OR253220tefl: OR263575.

Notesi Based on the morphological traits and molecular evidence (Fig. 20), our strains
(CGMCC 3.24441 and UESTCC 23.0027) are identified Neokalmusia aquibrunnea
Neokalmusia aquibrunneaas described by Yang et al. (2023), isolated from decaying sgbther
bamboo culms in freshwater habitats. In this study, we report a new host redbrdafibrunnea
and extend its habitat from freshwater ecosystem to terrestrial.

LophiotremataceaeK. Hiray. & Kaz. Tanaka, Mycoscience 52: 405 (2011)

Notesi Lophiotremataceae was established by Hirayama & Tanaka (2011) to accommodate
the type genukophiotrema whichwas initially placed under Lophiostomataceae. Hashimoto et al.
(2017) revised Lophiotremataceand accepted another five geneddrocalyx Crassimassarina
Cryptoclypeus Galeaticarpa and Pseudocryptoclypeuss this family based on morphology and
molecular analyses. Currently, eight genera are acceplsapbimotremataceae by Wijayawardene
et al. (2022)

Lophiotrema hydel.F. Zhang, J.K. Liu & Z.Y. LiuPhytotaxa 379 (2): 172 (2018) Fig. 21
MycoBank number: MB555509
Saprobicon decaying branches wErnicia fordii. Sexual morphAscomata200/ 220 x 210
230e mx{ 210 [ n22Q, sditany or gregarious, immersed to erumpent through host
tissue,carbonaceoysglobose to subglobose, brown to dark brown, ostiolastiole 6518 2 & m
wide, central, credike, periphysatePeridium 27.53 5 ¢ ide, composed of i3 layers of
flattened, browrwalled, angular pseudoparenchymatous céflamathecium2.1i2. 6 e m wi d
numerous, filamentous, septate, branched, cellular pseudoparapkg@d8.578 x 18 eaF (
75. 5 1 n7=.26), 8spaoned, bitunicate, fissitunicate, cylindrical to clavate, with a swollen
pedicel, apically rounded, with a minute ocular chamBscospored7i20 x 2.53 . 5 x& dB.5(
| 3 ne=n20), uniseriate, partially overlapping, fusiform, with acutdse hyaline, straight or
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slightly curved, uniseptate, constricted at the septa, narrow towards both ends;\saisathwith
guttules, surrounded by a thin mucilaginous sheath. Asexual morph: Not observed.

Figure 197 Neokalmusiaaquibrunnea(HKAS 127163). 4d Appearance of ascomata on host
surface. e Vertical section througecoma. f Peridium. g HamatheciunikAsci. Ii p Ascospores.
Scale bars: e =50 m jk =f10e mjp =I5¢ m.




100/1 Neokalmusia jonahhulmei KUMCC 21-0818
Neokalmusia jonahhulmei KUMCC 21-0819

Neokalmusia brevispora KT 2313

Neokalmusia kunmingensis KUMCC 18-0120

Neokalmusia scabrispora KT 2202

Neokalmusia thailandica MFLUCC 16-0405

95/0.99 Neokalmusia aquibrunnea UESTCC 23.0027

100/1} Neokalmusia aquibrunnea CGMCC 3.24441

100/-- Neokalmusia aquibrunnea GZCC 17-0045

f Neokalmusia didymospora MFLUCC 11-0613
781N

eokalmusia arundinis MFLUCC 15-0463

Letendraea cordylinicola MFLUCC 11-0150
Outgroup

Letendraea cordylinicola MFLUCC 11-0148

Figure 207 Phylogram generated from maximum likelihood analysis based on combined LSU,

SSU, ITS andefl sequence data. Thirteen strains are included in the combined sequence analyses,

which comprise 3,371 characters withpg. Letendraea cordylinicolaVFLUCC 11-0148 and

L. cordylinicolaMFLUCC 11-0150 are used as outgroup taxa. Tree topology of ML analysis is
similar to Bl analysis. The best scoring RAXML tree with a final likelihood valug%$3.756133

is presented. Pportion of gaps and completely undetermined characters in this alignment are
23.13% with 299 distinct alignment patterns. Estimated base frequencies were as follows;
A = 0.235764, C = 0.254991, G = 0.272188, T = 0.237057; substitution rates AC = 1.637181,
AG = 2.478489, AT = 1.634864, CG = 1.579299, CT = 14.091718, GT = 1.000000; gamma
di stribution shape parameter U = 0.469060.
0.95 are defined as ML/BYPP above the nodes. Hyphehsepresent support vada less than

75% in ML and 0.95 in Bl. Newly generated sequences are in red aggeestrains are in bold.

Culture characteristics Colonies on PDA reach 147 mm diam. after 2 weeks at 25 °C,
colonies circular, medium dense, slightly raised to umtsgriull, smooth, slightly radiating; from
above, white to yellowislgrey at the margin, yellowishrey to dark grey in the centre; from
below: pale yellowish to yellowishrown at the margin, dark brown at the center, not producing
pigmentation in agar.

Material examinedi China, Sichuan Province, Guangyuan city, Qingchuan county,
N 32°41'54.56,' E 106°04'45.37," elevation 638 m, on a branch\éérnicia fordii, 20 April 2021,
W.L. Li, YT 171 (HUEST 23.0061), living culture UESTCC 23.006bjd., Leshan dy,
Wutonggiao district, N29°24.44 E 103°49.38 elevation 365 m, on branches offamellia
oleifera, 23 July 2021, W.L. Li, YC 348 (HUEST 23.0060), living culture UESTCC 23.0ib&0,

YC 356 (HUEST 23.0059), living culture UESTCC 23.0059.

GenBank numbers UESTCC 23.0059 = LSU: OR253288TS: OR253129, SSU:

OR253201,tefl OR251177,rpb2. OR251147; UESTCC 23.0060 = LSWR253286, ITS:
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OR253127, SSU = OR25320€fl OR251175,rpb2: OR251145; UESTCC 23.0061 = LSU:
OR253264, ITS: OR253118SU: OR253183¢f1: OR251161rpb2: OR251136.

Notesi In the phylogenetic analyses, three new isolates were clustered.apthotrema
hydei with full bootstrap support (100% ML/1.00 BYPP) (Fig3)2 Morphologically, these
collections similaritywell with L. hydeiin having carbonaceous ascomata with elikstostioles,
clindrical to clavate asci with short pedicels, and fusiform ascospores with acute ends. Thus, we
identify our collections ak. hydej which is reported frorWernicia fordiifor the the first time.

Lophiotrema neoarundinariaY. Zhang terKaz. Tanaka & K.D. Hyde, Stud. Mycol. 64: 97 (2009)
Fig. 2

MycoBank numberMB 836880

[ Didymosphaeria arundinariakllis & Everh., N. Amer. Pyren. (Newfield): 732 (1892)

Saprobicon decaying branches éter truncatunBunge Sexual morphAscomata200i 270
x 170200 £ 240 [ nl=810) sdlitary, scattered, immersed semiimmersed,
globose to subglobose, dark brown to black, ostio@gtiole1021 30 e m wi de, centr
black, with a creslike opening, filled with hyaline periphyseBeridium17i2 4 e m t h-i ¢ k,
layered, outer layers composed of thwklled and pale brown cells eéxtura angularifused with
the host tissue, inner layersomprising hyaline, thinwalled cells of textura angularis.
Hamatheciuml.8§2 . 4 e m wi de, composed of numer ous, foi
pseudoparaphyseAsci 90197 x 89 . 5 i&=m 9(3. 5 [n =80)58spered, bitunicate,
fissitunicate, cylindrical to clavate, apically rounded, with a cylindrical pedisgospore29.5
30 x 355 e@&F (29. 5 d=20), 12 seriate, overfaping, fusiform, with acute ends,
hyaline, straight to curved-$eptate, constricted at the middle septum and slightly constricted at
the remaining septa, smoetfalled, guttulate. Asexual morph: Not observed.

Known distributioni China, Japan

Culture claracteristics Colonies on PDA reach 30 mm diam within 21 d at 25 °C in the
dark, floccose, with irregular margin, smoke grey; reverse olivaceous grey to olivaceous black.

Material examined China, Sichuan Province, Chengdu city, Pidu district, N 3064B&2,
E 103°47'41.64", elevation 442 m, on brancheAadr truncatum19 March 2021, W.L. Li, YBF
86 (HUEST 23.0058), living culture UESTCC 23.0088d., YBF 87 (HUEST 23.0055), living
culture UESTCC 23.0055pid., YBF 89 (HUEST 23.0054), living culte UESTCC 23.0054;
ibid., Chengdu city, Shuangliu district, N 30°19'57.04", E 103°59'46.66", elevation 432 m, on
branches oDlea europaea30 January 2021, GL 003 (HUEST 23.0053), living culture UESTCC
23.0053;ibid., 27 March 2021, GL 123 (HUEST 23.005living culture UESTCC 23.0057id.,
Leshan city, Shizhong district, N 29°42'44E 1 03 A52 . 4 1 N;, el evati on 4
Paeonia suffruticosa23 July 2021, W.L. Li, 377 (HUEST 23.0056), living culture UESTCC
23.0056.

GenBank number$ UESTCC 230053 = LSU: OR253230, SSU: OR253170; UESTCC

23.0054 = LSU: OR253247, ITS: OR253095, SSU: OR2531¢H; OR251057; UESTCC
23.0055 = LSU: OR253246, ITS: OR253094, SSU: OR2531&8; OR251056; UESTCC
23.0056 = LSU: OR253290, ITS: OR253131, SSU: OR253268; OR251179; UESTCC
23.0057 = LSU: OR253256, ITS: OR253104, SSU: OR2531881;, OR251156; UESTCC

23.0058 = LSUOR253245, ITS: OR253093, SSU: OR2531téfl: OR251055

Notes 1 Lophiotrema neoarundinariawas previously introduced a®idymosphaeria
arundinariae by Ellis & Everhart(1892) collected fromArundinariasp. in USA The taxonomic
placement of this species was updated by Zhang €0f19)by transferring td_ophiotremabased
on both morphology and phylogeny. Boonmee et(2021) isolated L. nebarundinaria from
Prunussp. in Yunnan Province, China. In this study, six strains isolated #&oar truncatumand
Olea europaearouped with the other strains of neoarundinariain the multigene phylogenetic
tree (Fig. 3). Morphologically, the new dlection shares similar morphological characters to the
type strain ofL. neoarundinaria We, therefore identify the new collection lasneoarundinaria
which is the first report fromAcer truncatunandOlea europaea
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Figure 217 Lophiotrema hyde(HUEST 23.006) ai c Appearance of ascomata on host surface.
d Vertical section throughscoma. @eridium.f Hamatheciumgi k Asci. Ii o0 Ascospores. p Upper
and reverse view of the colony on PDA after 14 d. Scale dars= 5 Qlios e, mfik = 10

eEm.
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