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Abstract: Two Castanea plant species, C. henryi and C. mollissima, are cultivated in China to produce
chestnut crops. Leaf spot diseases commonly occur in Castanea plantations, however, little is known
about the fungal species associated with chestnut leaf spots. In this study, leaf samples of C. henryi
and C. mollissima were collected from Beijing, Guizhou, Hunan, Sichuan and Yunnan Provinces, and
leaf-inhabiting fungi were identified based on morphology and phylogeny. As a result, twenty-six
fungal species were confirmed, including one new family, one new genus, and five new species.
The new taxa are Pyrisporaceae fam. nov., Pyrispora gen. nov., Aureobasidium castaneae sp. nov.,
Discosia castaneae sp. nov., Monochaetia castaneae sp. nov., Neopestalotiopsis sichuanensis sp. nov. and
Pyrispora castaneae sp. nov.

Keywords: Castanea henryi; C. mollissima; Diaporthales; phylogeny; Sporocadaceae; taxonomy

1. Introduction

Castanea, a plant genus well-known for edible chestnuts and hard timber, is distributed
worldwide. The most four famous species are American chestnut (C. denfata), Chinese
chestnut (C. mollissima), European chestnut (C. sativa) and Japanese chestnut (C. crenata).
C. mollissima is widely cultivated as the crop in most provinces of China. In recent years,
another Castanea species, C. henryi, was planted in Hunan Province of China to replace
C. mollissima for its higher economic benefits.

In the long cultivation history of chestnut trees, fungal diseases have caused serious
economic and ecological problems. Chestnut blight caused by Cryphonectria parasitica is
the most notorious one, which devasted Castanea dentata forests in North America and
weakened the other chestnut species in plantations [1-3]. Several emerging pathogens
were recently reported in Castanea sativa from Australia and Europe, viz. Gnomoniopsis
smithogilvyi (syn. G. castaneae) [4,5], Phytophthora cinnamomi [6], Sirococcus castanea [7].

In China, previous studies have revealed a high fungal diversity associated with chest-
nut branch cankers. For example, three Coryneum species [8], two Cryphonectria species [2],
six Cytospora species and seven Dendrostoma species were described from the cankered
branches [9,10]. In addition, some cryptic species were discovered, such as Aurantiosac-
culus castaneae [2], Endothia chinensis [2], Melanops castaneicola and Neopseudomelanconis
castaneae [11,12]. Due to the high fungal diversity on chestnut branches, we collected leaf
samples from two chestnut species, Castanea henryi and C. mollissima in China. In the
present study, fungal taxa associated with the symptomatic leaves were identified based on
morphological and molecular approaches, which is a fundamental task for the subsequent
research on chestnut leaf diseases.

2. Materials and Methods
2.1. Field Sampling and Isolation

From 2017 to 2020, we investigated Castanea plantations of C. henryi and C. mollissima
in the Beijing, Guizhou, Hunan, Sichuan and Yunnan Provinces of China. The disease
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symptoms were recorded (Figure 1), and 176 fresh leaf samples were collected and packed
in sealed plastic bags. These leaf samples were transported to the laboratory for fungal
isolation within ten days.

Figure 1. Field Sampling. (A) A Castanea plantation; (B) Symptoms of twig canker; (C-E,G-I)
Symptoms of leaf diseases; (F) Chestnuts.

Fresh isolates were acquired by removing spore masses in fruiting bodies or surface-
sterilized leaf tissues onto the surfaces of potato dextrose agar (PDA; 200 g potatoes, 20 g
dextrose, 20 g agar per L) using axenic syringe needles. Then plates were incubated in the
dark at 25 °C until germination. Hyphal tips were cut and transported to new PDA plates,
and incubated in the dark at 25 °C.

2.2. Morphological Identification and Characterization

Fungal species on Chinese chestnut leaves were initially observed based on ascomata
and conidiomata formed on the leaf surface or PDA, under a dissecting stereomicroscope
(AZ100, Nikon, Tokyo, Japan), then asci, ascospores, conidiogenous cells and conidia were
photographed using a Leica compound microscope (DM 2500, Leica, Wetzlar, Germany).
Cultural characteristics of isolates incubated on PDA in the dark at 25 °C were recorded.

2.3. DNA Extraction, Sequencing and Phylogenetic Analysis

Genomic DNA was extracted from mycelium grown on PDA using a CTAB (cetyltrime
thylammonium bromide) method [13]. Then PCR (polymerase chain reaction) was con-
ducted for each genus using selected genes and primers (Table 1). The PCR conditions were
set as follows: an initial denaturation step of 5 min at 94 °C followed by 35 cycles of 30 s at
94 °C, 50 s at 52 °C (ITS, LSU) or 54 °C (act, cal, chs-1, gapdh, his3, rpb2, tub2, tefl) and 1 min
at 72 °C, and a final elongation step of 7 min at 72 °C. The PCR amplification products
were sequenced using an ABI PRISM® 3730XL DNA Analyzer with BigDye® Terminater
Kit v.3.1 (Invitrogen) at the Shanghai Invitrogen Biological Technology Company Limited
(Beijing, China).

The sequences obtained in this study (Table 2) were supplemented with the additional
sequences retrieved from GenBank. The sequences were aligned and checked manually
using MEGA6. Ambiguous regions were excluded from the analyses and gaps were
treated as missing data. Phylogenetic analyses were carried out with maximum likelihood
analysis (ML), which was performed at the CIPRES web portal [14]. Bayesian inference
analysis (BI) was performed in MrBayes v. 3.2.0 [15]. Phylogenetic trees were viewed
in FigTree v1.4. The names of the isolates from present study are marked in blue in the
trees. Maximum likelihood bootstrap support values >50% (BT) and Bayesian posterior
probabilities >0.90 (PP) are given at the nodes respectively.
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Table 1. Selected genes and primers for polymerase chain reaction of each genus.

Genera ITS [16] LSU [16] act [17] cal [17] chs-1[17] gapdh [18,19] his3 [20,21] rpb2 [22] tef1 [17] tub2 [20]
Aplosporella ITS1/1TS4 EF1-688F/EF1-1251R
Arthrinium ITS1/1TS4
Aureobasidium ITS1/1TS4 LROR/LR5
Bartalinia pini ITS1/1TS4 LROR/LR5
Botryosphaeria ITS1/1TS4 EF1-688F/EF1-1251R TI/BT2B
. ACT-512F/ACT- CHS-79F /CHS-
Colletotrichum ITS1/1TS4 783R 345R GDF/GDR TI/BT2B
Coniella ITS1/1TS4 EF1-688F/EF1-1251R
Diaporthe ITS1/1TS4 ZZSF/%I:‘&IT:-—737R CYLH4F/H3-1b EF1-688F/EF1-1251R TI/BT2B
. RPB2-
Didymella ITS1/1TS4 LROR/LR5 5F2/RPB2-7CR TI/BT2B
Discosia ITS1/1TS4 LROR/LR5 TI/BT2B
Gnomoniopsis ITS1/1TS4 EF1-688F/EF1-1251R TI/BT2B
Monochaetia ITS1/ITS4  LROR/LR5 o /%PP%%:KR EF1-688F/EF1-1252R  TI/BT2B
Neopestalotiopsis 1TS1/1TS4 EF1-688F/EF1-1253R TI/BT2B
Pestalotiopsis 1TS1/1TS4 EF1-688F/EF1-1254R TI/BT2B
. ACT-512F/ACT- Gpd1-
Phyllosticta ITS1/1TS4 783R LM/Gpd2-LM
Puri RPB2-
yrispora ITS1/1TS4 LROR/LR5 5F2/RPB2-7CR EF1-688F/EF1-1254R
. RPB2-
Robillarda ITS1/1TS4 LROR/LR5 5F2/RPB2-7CR EF1-688F/EF1-1255R TI/BT2B
Tubakia ITS1/1TS4 EF1-688F /EF1-1256R TI/BT2B
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Table 2. Isolates and GenBank accession numbers of sequences from this study.

GenBank Accession No.

Species Isolates ITS LSU act cal chs-1 gapdh his3 rpb2 tefl tub2
Aplosporella prunicola CFCC 54334 =SM18B  MW350059 NA NA NA NA NA NA NA MW381858 NA
Aplosporella prunicola SM18B-1 MW350060 NA NA NA NA NA NA NA MW381859 NA
Arthrinium arundinis XT18-1 MW364286 NA NA NA NA NA NA NA NA NA

A“r‘”bazgﬂr’fg‘f"s’””m CFCC54591 =JJ7-3  MW364284  MW364275 NA NA NA NA NA NA NA NA
Bartalinia pini CFCC 54574 = JJ4 MW364285  MW364276 NA NA NA NA NA NA NA NA
Botryosphaeria dothidea JJ2B MW350061 NA NA NA NA NA NA NA MW381860 MW381864
Botryosphaeria dothidea CFCC 54576 = J]12 MW350062 NA NA NA NA NA NA NA MW381861 MW381865
Botryosphaeria dothidea JJ14 MW350063 NA NA NA NA NA NA NA MW381862 MW381866
Botryosphaeria dothidea 1J27-1 MW350064 NA NA NA NA NA NA NA MW381863 MW381867
Colletotrichum fructicola SM6 MW217249 NA MW227352 NA MW?227370 MW381824 NA NA NA MW?227388
Colletotrichum fructicola SM9 MW217250 NA MW227353 NA MW?227371 MW381825 NA NA NA MW227389
Colletotrichum fructicola CFCC 54363 = SM13 MW217251 NA MW227354 NA MW227372 MW381826 NA NA NA MW227390
Colletotrichum fructicola SM16 MW217252 NA MW227355 NA MW?227373 MW381827 NA NA NA MW227391
Colletotrichum fructicola SM30 MW217253 NA MW227356 NA MW227374 MW381828 NA NA NA MW227392
Colletotrichum fructicola SM31 MW217254 NA MW227357 NA MW227375 MW381829 NA NA NA MW227393
Colletotrichum henanense CFCC 54364 = SM12 MW?217255 NA MW?227358 NA MW227376 MW381830 NA NA NA MW227394
Colletotrichum henanense SM22 MW?217256 NA MW?227359 NA MW227377 MW381831 NA NA NA MW227395
Colletotrichum henanense SM33 MW?217257 NA MW?227360 NA MW227378 MW381832 NA NA NA MW227396
Colletotrichum henanense ZX2-1 MW217258 NA MW227361 NA MW227379 MW381833 NA NA NA MW227397
Colletotrichum jiangxiense SM21 MW217259 NA MW227362 NA MW227380 MW381834 NA NA NA MW227398
Colletotrichum jiangxiense =~ CFCC 54362 = ZX10-1 ~ MW217260 NA MW227363 NA MW227381 MW381835 NA NA NA MW227399
Colletotrichum jiangxiense ZY12B MW217261 NA MW227364 NA MW227382 MW381836 NA NA NA MW227400
Colletotrichum jiangxiense ZY12 MW217262 NA MW227365 NA MW227383 MW381837 NA NA NA MW227401
Colletotrichum karsti CFCC 54365 = ZY3B MW217263 NA MW227366 NA MW227384 MW381838 NA NA NA NA
Colletotrichum karsti ZY3B-1 MW217264 NA MW227367 NA MW227385 MW381839 NA NA NA NA
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Table 2. Cont.

GenBank Accession No.

Species Isolates ITS LSU act cal chs-1 gapdh his3 rpb2 tefl tub2
Colletotrichum nymphaeae CFCC 54366 = SM26 MW217265 NA MW227368 NA MW227386 MW381840 NA NA NA MW227402
Colletotrichum nymphaeae SM26-1 MW217266 NA MW227369 NA MW227387  MW381841 NA NA NA MW227403

Coniella castaneicola CFCC 54344 = ZY7-1 ~ MW208111 NA NA NA NA NA NA NA MW227343 NA

Coniella castaneicola ZY7-2 MW208112 NA NA NA NA NA NA NA MW227344 NA
Diaporthe lithocarpi CFCC 54573 = JJ3 MW364281 NA NA MW381842 NA NA MW381845 NA MW381848 MW381851
Diaporthe lithocarpi 1132 MW364282 NA NA MW381843 NA NA MW381846 NA MW381849 MW381852
Diaporthe lithocarpi 1126B MW364283 NA NA MW381844 NA NA MW381847 NA MW381850 MW381853
Didymella coffeae-arabicae ~ CFCC 54343 =SM24 ~ MW364357  MW364277 NA NA NA NA NA MW381854 NA MW381856
Didymella coffeae-arabicae SM24B MW364358  MW364278 NA NA NA NA NA MW381855 NA MW381857
Discosia castaneae sp. nov. ~ CFCC 54088 = CML1 ~ MN842798  MNB842796 NA NA NA NA NA NA MN864778
Discosia castaneae sp. nov. CML2 MN842799  MNB842797 NA NA NA NA NA NA MNB864779
Gnomoniopsis daii CFCC54345=7Y11  MW208113 NA NA NA NA NA NA NA MW227345 MW218543
Gnomoniopsis daii ZY10-1 MW208114 NA NA NA NA NA NA NA MW227346 MW218544
Gnomoniopsis daii ZY10-3 MW208115 NA NA NA NA NA NA NA MW227347 MW218545
Gnomoniopsis daii ZY12A MW208116 NA NA NA NA NA NA NA MW227348 MW218546
Gnomoniopsis daii 7X14-1 MW208117 NA NA NA NA NA NA NA MW227349 MW218547
M"”"C”“etffocv‘fsmnm SP- CFCC54354=SM9-1 MW166222 MW166263 NA NA NA NA NA MW199737 MW199741 MW218515
M"”"Ch“"t;'foffsmne”e Sp- SM9-2 MW166223  MW166264 NA NA NA NA NA MW199738 MW199742 MW218516
Neopestalotiopsis asiatica CFCC 54339 = SM32 MW166224 NA NA NA NA NA NA NA MW199743 MW218517
Neopestalotiopsis asiatica SM7 MW166225 NA NA NA NA NA NA NA MW199744 MW218518
Neopestalotiopsis asiatica SM8B MW166226 NA NA NA NA NA NA NA MW199745 MW218519
Neopestalotiopsis asiatica SM11 MW166227 NA NA NA NA NA NA NA MW199746 MW218520
Neopestalotiopsis asiatica SM19B MW166228 NA NA NA NA NA NA NA MW199747 MW218521
Negpestalotiopsis CFCC 54341 =7Y4  MW166229 NA NA NA NA NA NA NA MW199748 MW218522
Neopestalotiopsis ZY4-2D MW166230 NA NA NA NA NA NA NA MW199749 MW?218523

brasiliensis
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Table 2. Cont.

GenBank Accession No.

Species Isolates ITS LSU act cal chs-1 gapdh his3 rpb2 tefl tub2
e op  CFCC54338=SMI5-1  MW166231 NA NA NA NA NA NA NA MW199750  MW218524
Slcﬁ’sgﬁiﬁgfgzgpii o SM15-1C MW166232 NA NA NA NA NA NA NA MW199751 MW218525
Neopestalotiopsis sp.1 CFCC 54337 = ZX12A  MW166233 NA NA NA NA NA NA NA MW199752 MW218526
Neopestalotiopsis sp.1 ZX12-1 MW166234 NA NA NA NA NA NA NA MW199753 MW218527
Neopestalotiopsis sp.2 CFCC 54340 = SM14 MW166235 NA NA NA NA NA NA NA MW199754 MW218528
Neopestalotiopsis sp.2 ZX22B MW166236 NA NA NA NA NA NA NA MW199755 MW218529
Pestalotiopsis kenyana CFCC 54336 = ZX11 MW166237 NA NA NA NA NA NA NA MW199756 MW218530
Pestalotiopsis kenyana ZX3 MW166238 NA NA NA NA NA NA NA MW199757 MW218531
Pestalotiopsis kenyana ZX7 MW166239 NA NA NA NA NA NA NA MW199758 MW218532
Pestalotiopsis kenyana ZX9 MW166240 NA NA NA NA NA NA NA MW199759 MW218533
Pestalotiopsis kenyana ZX18A MW166241 NA NA NA NA NA NA NA MW199760 MW218534

Phyllosticta capitalensis CFCC 54577 =]J16 MW350068 NA MW381868 NA NA MW381879 NA NA NA NA
Phyllosticta capitalensis JJ20 MW350069 NA MW381869 NA NA MW381880 NA NA NA NA
Phyllosticta capitalensis Ss07 MW350070 NA MW381870 NA NA MW381881 NA NA NA NA
Phyllosticta capitalensis SS10 MW350071 NA NA NA NA MW381882 NA NA NA NA
Phyllosticta capitalensis SS13 MW350072 NA MW381871 NA NA MW381883 NA NA NA NA
Phyllosticta capitalensis SS15 MW350073 NA MW381872 NA NA MW381884 NA NA NA NA
Phyllosticta capitalensis SS16-1 MW350074 NA NA NA NA MW381885 NA NA NA NA
Phyllosticta capitalensis SS16-2 MW350075 NA NA NA NA MW381886 NA NA NA NA
Phyllosticta capitalensis CFCC 54579 = XT10 MW350076 NA MW381873 NA NA MW381887 NA NA NA NA
Phyllosticta capitalensis XT11 MW350077 NA MW381874 NA NA MW381888 NA NA NA NA
Phyllosticta capitalensis XT16-1 MW350078 NA MW381875 NA NA MW381889 NA NA NA NA
Phyllosticta capitalensis XT16-2 MW350079 NA MW381876 NA NA MW381890 NA NA NA NA
Phyllosticta capitalensis XT17 MW350080 NA MW381877 NA NA MW381891 NA NA NA NA
Phyllosticta capitalensis CFCC 54355 = ZX6 MW350081 NA NA NA NA MW381892 NA NA NA NA
Phyllosticta capitalensis ZX11-1 MW350082 NA NA NA NA MW381893 NA NA NA NA
Phyllosticta capitalensis CFCC 54356 = ZY6-1 MW350083 NA MW381878 NA NA MW381894 NA NA NA NA
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Table 2. Cont.

GenBank Accession No.

Sveci
pecies Isolates ITS LSU act cal chs-1 gapdh his3 rpb2 tefl tub2
P Wisf"’mnfjt””“’@ Sp- CFCC 54349 =SM17  MW208108  MW?208105 NA NA NA NA NA MW?218535 MW227340 NA
P Wispomn%’jt””e”e SP- CFCC 54350 =SM20  MW208109 MW208106 NA NA NA NA NA MW218536 MW?227341 NA
Pyrispomncgvstaneae sp. CFCC 54351 =SM29  MW208110 MW208107 NA NA NA NA NA MW218537 MW227342 NA
Robillarda sessilis CFCC 54353 = ZX5 MW166242  MW166265 NA NA NA NA NA MW199739 MW218550 MW218553
Robillarda sessilis ZX5-1 MW166243  MW166266 NA NA NA NA NA MW199740 MW218551 MW218554
Robillarda sessilis ZY5 MW218478  MW218479 NA NA NA NA NA MW222613 MW218552 MW218555
Tubakia dryinoides CFCC 54346 =SM10-1 MW?208118 NA NA NA NA NA NA NA MW227350 MW218548
Tubakia dryinoides SM10 MW208119 NA NA NA NA NA NA NA MW227351 MW218549

NA: Not available.
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3. Results

A total of 26 species were identified, which belonging to two classes, six orders,
13 families and 18 genera in Ascomycota (Table 3). The seven new taxa are Pyrisporaceae
fam. nov., Pyrispora gen. nov., Aureobasidium castaneae sp. nov., Discosia castaneae sp. nov.,
Monochaetia castaneae sp. nov., Neopestalotiopsis sichuanensis sp. nov. and Pyrispora castaneae
Sp. nov.

3.1. Aplosporella Speg.

Aplosporella prunicola Damm & Crous, Fungal Divers. 27(1): 39 (2007)

Endophytic or pathogenic on Castanea mollissima leaves. Sexual morph: Undetermined.
Asexual morph: Undetermined.

Culture characteristics—Colonies on PDA reaching up to 60 mm in 5 days, flat with
undulate edge, olivaceous to grey-olivaceous, aerial mycelium appressed, floccose, white
to smoke-grey.

Material examined—CHINA, Sichuan Province, Yaan City, Shimian County, 29°13/31”
N, 102°21'27" E, alt. 978 m, on leaf spots of Castanea mollissima, 10 September 2020, N. Jiang
(living culture, CFCC 54334 = SM18B); ibid. (living culture, SM18B-1).

Notes—Aplosporella prunicola was initially recorded from Prunus persica var. nucipersica
in South Africa [23]. Two new isolates from diseased chestnut leaves in present study
are phylogenetically close to Aplosporella prunicola (Figure A1) and share similar culture
characteristics on PDA. This is the first report of this fungus on the host Castanea mollissima,
and in the Country China.

3.2. Botryosphaeria Ces. & De Not.

Botryosphaeria dothidea Ces. & De Not., Comm. Soc. crittog. Ital. 1(fasc. 4): 212 (1863)
(Figure 2)

Pathogenic on Castanea henryi and C. mollissima leaves. Sexual morph: Undetermined.
Asexual morph: Conidiomata 100-250 pm diam., pycnidial, aggregated, globose, black.
Conidiophores absent. Conidiogenous cells 3-11 x 1.5-3 um, holoblastic, discrete, hyaline,
cylindrical to lageniform, phialidic with periclinal thickening. Conidia (18.3-)20-24.7(-26.4)
X (6.3-)7.2-8.4(-8.7) um (¥ =22.3 x 7.8 um, n =50), L/W = (2.3-)2.4-3.4(-3.9) (x =2.9,n =
50), hyaline, thin-walled, smooth with granular contents, unicellular, aseptate, ellipsoid to
fusoid, base subtruncate to bluntly rounded.

Culture characteristics—Colonies on PDA reaching up to 60 mm in 4 days, initially
white with fluffy, aerial mycelium, becoming black on the surface after 5 days; reverse side
of the colonies dark-brown.

Material examined—CHINA, Hunan Province, Changsha City, Changsha County,
Jinjing Town, 28°58'52"” N, 113°34'38" E, alt. 63 m, on leaf spots of Castanea henryi,
10 November 2020, C.M. Tian & N. Jiang (BJFC-51823; living culture, JJ 2B); ibid. (liv-
ing cultures, CFCC 54576 = ]J]J12, JJ14, J]27-1); Hunan Province, Shaoshan City, Yintian
Town, 27°52'04" N, 112°35’03" E, alt. 73 m, on leaf spots of Castanea mollissima, 9 November
2020, C.M. Tian & N. Jiang (living culture, CFCC 54585 = S59-1); Beijing City, Haidian
District, 40°00'30” N, 116°20'26" E, alt. 23 m, on leaf spots of Castanea mollissima, 28 August
2020, N. Jiang (BJFC-51797).

Notes—The genus Botryosphaeria is presently not well separated phylogenetically [24-26].
In the phylogenetic inference of ITS, tefl and tub2 sequence data (Figure A2), four new
isolates from this study are close to B. auasmontanum, B. dothidea, B. minutispermatia, B. gin-
lingensis, B. sinensis and B. wangensis. Phylogenic analyses based on more collections of this
genus are necessary to clarify species concept in the future. In present study, we provide the
morphology and phylogeny of samples from Castanea leaves, and identified these isolates
as Botryosphaeria dothidea s. |.
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Table 3. Fungal species from Castanea leaves.
Phylum Class Order Family Species Phogeny Morphology

Aplosporellaceae Aplosporella prunicola Figure Al NA

Botryosphaeriales Botryosphaeriaceae Botryosphaeria dothidea Figure A2 Figure 2

Dothideomycetes Phyllostictaceae Phyllosticta capitalensis Figure A3 Figures 3 and 4

Dothideales Saccotheciaceae Aureobasidium castaneae Figure 5 Figure 6

Pleosporales Didymellaceae Didymella coffeae-arabicae Figure A4 Figure 7
Apiosporaceae Arthrinium arundinis Figure A5 NA

Bartalinia pini Figure A6 Figure 8

Discosia castaneae Figure 9 Figure 10

Monochaetia castaneae Figure 11 Figure 12

Neopestalotiopsis asiatica Figure 13 Figure 14

Amphisphaeriales Sporocadaceae Neopestalotiopsis brasiliensis Figure 13 Figure 15

Neopestalotiopsis sichuanensis Figure 13 Figure 16

Ascomycota Neopestalotiopsis sp.1 Figure 13 Figure 17

Neopestalotiopsis sp.2 Figure 13 Figure 18

) Pestalotiopsis kenyana Figure A7 Figure 19

Sordariomycetes Robillarda sessilis Figure A8 Figure 20

Diaporthaceae Diaporthe lithocarpi Figure A9 Figure 21

Gnomoniaceae Gnomoniopsis daii Figure A10 Figure 22

Diaporthales Pyrisporaceae Pyrispora castaneae Figure 23 Figures 24 and 25

Schizoparmaceae Coniella castaneicola Figure A1l Figure 26

Tubakiaceae Tubakia dryinoides Figure A12 Figure 27
Colletotrichum fructicola Figure A13 NA
Colletotrichum henanense Figure A13 NA
Glomerellales Glomerellaceae Colletotrichum jiangxiense Figure A13 NA
Colletotrichum karsti Figure Al14 NA
Colletotrichum nymphaeae Figure A15 NA
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Figure 2. Botryosphaeria dothidea (BJFC-51797). (A,B) Conidiomata on the diseased leaves of Castanea mollissima; (C) Section
through the pycnidium; (D) Conidiogenous cells giving rise to conidia; (E,F) Conidia. Scale bars: (C) = 15 um; (C-F) = 10 um.

3.3. Phyllosticta Pers.

Phyllostictacapitalensis Henn., Hedwigia 48: 13 (1908) (Figures 3 and 4)

Pathogenic on Castanea henryi and C. mollissima leaves. Sexual morph: Ascomata
80-200 um diam., globose to pyriform, black. Asci 62-85 x 8-12.5 pm, bitunicate, clavate
to broadly fusoid-ellipsoid. Ascospores (13.2-)14.6-16.2(-17.4) x (3.7-)4.1-5.2(-6.8) um
(x=15.1 x 4.5 um, n = 30), L/W = (2.8-)2.9-4(-4.1) (x = 3.5, n = 30), bi-seriate, hyaline,
smooth, 1-septate or aseptate, guttulate, straight and slightly curved, widest in the mid-
dle, limoniform with obtuse ends, with distinct hyaline gelatinous caps at both ends,
3-5 x 1.5-3 pm. Asexual morph: Conidiomata 100-250 pm diam., pycnidial, scattered or
aggregated, globose to subglobose, black. Pycnidial wall of several layers, composed of
cells of textura angularis, thick, inner wall of hyaline textura angularis cells. Conidiophores
reduced to conidiogenous cells. Conidiogenous cells 3-12 x 2.5-5.5 pm, terminal, subcylin-
drical to ampulliform to doliiform, hyaline, smooth, proliferating several times percurrently
near apex. Conidia (9-)10-11.8(-12.4) x (6.8-)7.4-8.3(-8.6) um (¥ = 10.9 x 7.8 um, n = 50),
L/W = (1.1-)1.3-1.5(-1.6) (x = 1.4, n = 50), solitary, hyaline, aseptate, thin and smooth
walled, with a single large central guttulate, obovoid, tapering towards a narrow truncate
base, enclosed in a persistent mucoid sheath, 2-7 um thick.

Culture characteristics—Colonies on PDA reaching up to 40 mm in 10 days, flat,
initially white-grey mycelium, gradually becoming greenish to dark brown, with white
hyphae at the margin; reverse black.

Material examined—CHINA, Hunan Province, Changsha City, Changsha County,
Jinjing Town, 28°58'52” N, 113°34/38" E, alt. 63 m, on leaf spots of Castanea henryi,
10 November 2020, C.M. Tian & N. Jiang (BJFC-51821; living culture, JJ4); ibid. (BJFC-
51822; living culture, CFCC 54576 = JJ11); ibid. (living cultures, CFCC 54577 = JJ16, J]20);
Hunan Province, Shaoshan City, Yintian Town, 27°52/04” N, 112°35'03" E, alt. 73 m, on leaf
spots of Castanea mollissima, 9 November 2020, C.M. Tian & N. Jiang (BJFC-51820; living cul-
ture, SS5); ibid. (living cultures, 5510, SS13, 5515, S516-1, SS16-2); Hunan Province, Xiangtan
City, 27°48'51" N, 112°71'42" E, alt. 85 m, on leaf spots of Castanea mollissima, 9 Novem-
ber 2020, N. Jiang (BJFC-S1819; living culture, XT2); ibid. (living cultures, XT10, XT11,
XT16-1, XT16-2, XT17); Yunnan Province, Zhaotong City, Zhenxiong County, 27°43/28" N,
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105°10'35” E, alt. 1280 m, on leaf spots of Castanea mollissima, 5 September 2020, N. Jiang
(living cultures, ZX6, ZX11-1); Guizhou Province, Zunyi City, Goujiang Town, 27°24'49"” N,
106°52'49" E, alt. 1064 m, on leaf spots of Castanea mollissima, 7 September 2020, N. Jiang
(living culture, ZY6-1).

Notes—The genus Phyllosticta is a worldwide genus of pathogens, endophytes and
saprobes, which was separated into six species complexes [27]. In the present study,
we observed the sexual and asexual morphs on Castanea leaves, and identified them as
Phyllosticta capitalensis s. s. based on the phylogenetic inference of ITS, LSU, act, gapdh and
tefl sequence data (Figure A3).

Figure 3. Phyllosticta capitalensis (BJFC-S1821). (A,B) Ascostromata on the diseased leaves of Castanea
mollissima; (C,D) Asci; (E,F) Ascospores. Scale bars: (C-F) = 10 um.

Figure 4. Phyllosticta capitalensis (BJFC-51820). (A,B) Conidiomata on the diseased leaves of Castanea
mollissima; (C) Conidiogenous cells giving rise to conidia; (D-F) Conidia. Scale bars: (C-F) = 10 pm.

3.4. Aureobasidium Viala & G. Boyer
Aureobasidium castaneae C.M. Tian & N. Jiang, sp. nov. (Figure 6)
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MycoBank: MB 838314

Etymology—named after the host genus, Castanea.

Holotype—BJFC-C007

Endophytic or pathogenic on Castanea henryi leaves. Sexual morph: Undetermined.
Asexual morph was observed on PDA: Mycelium immersed, no aerial mycelium. Hyphae
3-7 um wide, smooth, thin-walled, septate, hyaline or brown. Conidiogenous cells undiffer-
entiated, hyaline or brown, intercalary or rarely terminal. Conidia (5.9-)7.1-10.6(-11.8) x
(2.7-)2.7-4.7(-6.2) um (x = 8.9 x 3.7 um, n = 50), L/W = (1.8-)2.1-2.8(-3.1) (x = 2.4, n = 50),
hyaline or brown based on the color of conidiogenous cells, variable in size, ellipsoidal,
straight, rarely slightly curved, with rounded to subtruncate base and a flat basal hilum,
thin-walled, with two or more guttules.

Culture characteristics—Colonies on PDA reaching up to 40 mm in 7 days, spreading,
smooth, flat, rapidly turning to olivaceous black, with dark green, irregular margins,
covered with slimy masses of conidia.

Material examined—CHINA, Hunan Province, Changsha City, Changsha County,
Jinjing Town, 28°58'52"” N, 113°34’38" E, alt. 63 m, on leaf spots of Castanea henryi,
10 November 2020, C.M. Tian & N. Jiang (BJFC-C007, holotype; ex-type living culture,
CFCC 54591 =]] 7-3).

Notes—Aureobasidium is a well-known genus comprising saprophytes, endophytes
and pathogens on various substrates [28-32]. A. castaneae from Castanea henryi in this
study is closely related to A. thailandense from unknown plants based on phylogenetic
inference of ITS and LSU sequence data (Figure 5). However, A. castaneae can be easily
distinguished from A. thailandense by conidial size (7.1-10.6 x 2.7—4.7 um in A. castaneae vs.
3-10 x 5-12 um in A. thailandense) [31].

CBS 130593 Aureobasidium leucospermi
100/0.99

CPC 15081 Aureobasidium leucospermi

CFCC 52778 Aureobasidium pini
52/-
CBS 147.97 Aureobasidium namibiae

98/0.98
| EXF-2481 Aureobasidium subglaciale
— CBS 621.80 Aureobasidium melanogenum

96/0.95| CBS 146.30 Aureobasidium pullulans

CBS 114273 Aureobasidium proteae
94/0&

~=_t CPC 13701 Aureobasidium proteae

94/0.92
‘— CBS 125.21 Aureobasidium lini
CBS 342.66 Aureobasidium microstictum

96/0.90

—— CBS 242.64 Aureobasidium caulivorum

— CCTU 268 Aureobasidium iranianum

IBRC-M-30266 Aureobasidium mangrovei

99/1

IBRC-M-30265 Aureobasidium mangrovei

se0g2 [ )73 Aureobasidium castaneae sp. nov.

NRRL 58539 Aureobasidium thailandense

—4{; CBS 544.95 Sydowia polyspora

0.03
Figure 5. Phylogram generated from RAxML analysis based on combined ITS and LSU sequence
data of Aureobasidium isolates. The tree was rooted to Sydowia polyspora (CBS 544.95). The scale bar
indicates 0.03 nucleotide changes per site. Isolate from this study is marked in blue, and the identified
species is marked in yellow.
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Figure 6. Aureobasidium castaneae (BJFC-C007, holotype). (A) Colony on PDA; (B,D) Conidiogenous cells and conidia;
(C,E,F) Conidia. Scale bars: (B-F) = 10 um.

3.5. Didymella Sacc.

Didymella coffeae-arabicae Qian Chen & L. Cai, Stud. Mycol. 82: 175 (2015) (Figure 7)

Pathogenic on Castanea mollissima leaves. Sexual morph: Undetermined. Asexual
morph: Conidiomata 120-200 pm diam., 100-180 um high, pycnidial, conspicuous, stro-
matic, scattered or aggregated, globose to subglobose, dark brown, with septate and
dark hyphal outgrowths. Ostioles single, centric. Pycnidial wall pseudoparenchymatous,
composed of isodiametric cells, 3-5 layers, 8-20 um thick. Conidiogenous cells phialidic,
hyaline, simple, smooth, flask-shaped to globose. Conidia (3.1-)3.7-4.8(—4.9) x (1.8-)2.1-
2.7(-2.8) um (¥ =43 x 2.4 um, n =50), L/W = (1.3-)1.5-2.2(-2.6) (% = 1.8, n = 50), ellipsoidal
to ovoid, thin-walled, smooth, hyaline, always aseptate, eguttulate or with several minute
apolar guttules.

Culture characteristics—Colonies on PDA reaching up to 70 mm in 7 days, margin
regular, covered by felty aerial mycelium, olivaceous, mouse grey towards periphery,
reverse dark mouse grey.

Material examined—CHINA, Sichuan Province, Yaan City, Shimian County, 29°13/31"” N,
102°21'27" E, alt. 978 m, on leaf spots of Castanea mollissima, 10 September 2020, N. Jiang
(BJFC-51792; living culture, CFCC 54343 = SM24); ibid. (living culture, SM24B).

Notes—Didymella is a famous pathogenic genus mainly occurring on plant leaves [33-37].
Phoma-like species are difficult to identify to the genus and species level due to a lack of good
characteristics, making molecular data are essential during species identification [34,35,37].
The new isolates (CFCC 54343 and SM24B) from Castanea mollissima grouped with Didymella
coffeae-arabicae on Coffea arabica with high statistical support (Figure A4). Our collection
also shared similar morphology in conidial size with Didymella coffeae-arabicae [33].
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Figure 7. Didymella coffeae-arabicae (BJFC-51792). (A,B) Conidiomata on the diseased leaves of Castanea mollissima; (C) Section
through the pycnidium; (D) Conidiogenous cells giving rise to conidia (arrows); (E,F) Conidia. Scale bars: (C-F) = 10 um.

3.6. Arthrinium Kunze

Arthrinium arundinis (Corda) Dyko & B. Sutton, Mycotaxon 8(1): 119 (1979)

Endophytic or pathogenic on Castanea mollissima leaves. Sexual morph: Undetermined.
Asexual morph was observed on PDA: Mycelium consisting of smooth, hyaline, branched,
septate, 1.5-3 um diam hyphae. Conidiogenous cells 5.5-15 x 2.5-3.5 um, aggregated in
clusters on hyphae, pale brown, smooth, ampulliform. Conidia 34 pm diam. (x = 3.4 pm,
n = 50), brown, smooth, globose, with pale equatorial slit.

Culture characteristics—Colonies on PDA reaching up to 70 mm in 7 days, flat, spread-
ing, covered by iron-grey aerial mycelium, reverse grey.

Material examined—CHINA, Hunan Province, Xiangtan City, 27°48'51" N, 112°71'42"" E,
alt. 85 m, on leaf spots of Castanea mollissima, 9 November 2020, N. Jiang (living culture,
XT18-1).

Notes—Arthrinium is a common genus on a wide range of substrates, including soil,
plant debris, plants, lichens, marine algae, and human tissues [38—42]. The new isolate
(XT18-1) from Castanea mollissima grouped with A. arundinis isolates with high statistical
support (Figure A5). Therefore, we identify our new isolate as A. arundinis and Castanea
mollissima as a new host record for the fungus.

3.7. Bartalinia Tassi

Bartalinia pini F. Liu, L. Cai & Crous, Stud. Mycol. 92: 309 (2019) (Figure 8)

Pathogenic on Castanea henryi leaves. Sexual morph: Undetermined. Asexual morph:
Conidiomata 85-160 pm diam., 50-120 um high, acervular, conspicuous, stromatic, scat-
tered or aggregated, rounded, black. Conidiophores reduced to conidiogenous cells,
septate, smooth, hyaline, invested in mucus. Conidiogenous cells 4.5-15 x 1.5-4 um,
annellidic, discrete, ampulliform. Conidia (18.2-)19-21.5(-22.1) x (3.4-)3.6-4.2(-4.5) pm
(¥ =20.1 x 3.8 um, n =50), L/W = (4.5-)4.7-5.9(-6.2) (x = 5.3, n = 50), cylindrical with acute
or obtuse ends, straight or slightly curved, 4-septate, smooth; basal cell obconic with a
truncate base, thin-walled, hyaline, 1.5-3.5 pm long; median cells 3, cylindrical, pale brown,
each 3.5-7.5 pm long; apical cell conic with an acute apex, thin-walled, hyaline, 2-3.5 pm



J. Fungi 2021, 7, 64

15 of 59

long; apical appendage with three branches, tubular, filiform, flexuous, divergent, 5-25 um
long; basal appendage tubular, unbranched, excentric, 3-8 um long.

Culture characteristics—Colonies on PDA reaching up to 70 mm in 10 days, flat with
entire edge, glaucous grey to grey.

Material examined—CHINA, Hunan Province, Changsha City, Changsha County,
Jinjing Town, 28°58'52” N, 113°34/38" E, alt. 63 m, on leaf spots of Castanea henryi,
10 November 2020, C.M. Tian & N. Jiang (BJFC-51808; living culture, CFCC 54574 = ]]4).

Notes—Bartalinia is morphologically distinct from the other Sporocadaceous genera
by its conidial characters [43]. The new isolate (CFCC 54574) from Castanea henryi grouped
with B. pini isolates from Pinus patula (Pinaceae) needles and leaves of Acacia koa (Fabaceae)
(Figure A6) and overlapped in morphology with B. pini [43]. Therefore, we identify our
new isolate as B. pini, China as a new geographical record and Castanea henryi as a new
host record for the fungus.

Figure 8. Bartalinia pini (BJFC-51808). (A,B) Conidiomata on the diseased leaves of Castanea henryi; (C) Conidiogenous cells
giving rise to conidia; (D-H) Conidia. Scale bars: (C-F) = 10 um.

3.8. Discosia Lib. ex Durieu & Mont.

Discosia castaneae C.M. Tian & N. Jiang, sp. nov. (Figure 10)

MycoBank: MB837794

Etymology—named for the host genus, Castanea.

Holotype—BJFC-51805

Pathogenic on Castanea mollissima leaves. Sexual morph: Undetermined. Asexual
morph: Conidiomata 100-170 pm diam., 20-40 pm high, acervular, conspicuous, stromatic,
scattered or aggregated, rounded, black, glabrous, epidermal. Conidiophores absent. Coni-
diogenous cells 3-7 x 1-3 um, holoblastic to phialidic, ampulliform, integrated, hyaline,
smooth-walled. Conidia (14.1-)15.4-17(-18.7) x (2.9-)3.1-3.8(-3.9) pm (x = 16.2 x 3.5 um,
n =50), L/W = (3.9-)4.2-5.3(-5.5) (x = 4.8, n = 50), cylindrical to allantoid, initially hya-
line, becoming pale brown at maturity, smooth-walled, guttulate, 3-euseptate, slightly
constricted at septa, thin-walled; with basal cell obconic, slightly truncate at the base and
appendaged; 2 median cells subcylindrical, with second cell from the base 5-8 pm long and
third cell 3-6 pm long; apical cell subconical with a obtuse apex; apical and basal cells each
with a single, simple, unbranched, filamentous appendage at the ends, apical appendage
5-12 um and basal appendage 5-10 pum.

Culture characteristics—Colonies on PDA reaching up to 50 mm in 10 days, flat with
entire edge, forming concentric circles, olivaceous black, sterile.
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Material examined—CHINA, Beijing City, Miyun District, Xinchengzi Town, Po-
tou Village, 40°60'28"” N, 117°36'02" E, alt. 65 m, on leaf spots of Castanea mollissima,
29 October 2017, C.M. Tian & N. Jiang (BJFC-51805, holotype; ex-type living cultures, CFCC
54088 = CML1, CML2). Yunnan Province, Zhaotong City, Zhenxiong County, 27°43/28" N,
105°10'35” E, alt. 1280 m, on leaf spots of Castanea mollissima, 5 September 2020, N. Jiang
(living culture, CFCC 54352 = ZX22A). Hunan Province, Shaoshan City, Yintian Town,
27°52'04” N, 112°35'03" E, alt. 73 m, on leaf spots of Castanea mollissima, 9 November 2020,
C.M. Tian & N. Jiang (BJFC-51806, living culture, CFCC 54584 = SS3).

Notes—Discosia was recorded on leaf spots of Chinese chestnut leaves in the mono-
graph of chestnut diseases [44]. However, the fungus was not identified to the species level.
In present study, we collected Discosia samples from Beijing (North China), Hunan and
Yunnan (South China), and found it different from any known species [43,45,46]. From the
phylogram (Figure 9), Discosia brasiliensis was the closest species to D. castaneae, but they
could be distinguished by their conidial width (3.5-4.5 pm in D. castaneae vs. 2-3 um in
D. brasiliensis) [46].

MFLUCC 12-0429 Discosia brasiliensis

100/0.99| MFLUCC 12-0431 Discosia brasiliensis

85/0.92| ' MFLUCC 12-0435 Discosia brasiliensis

100/1
CML1 = CFCC 54088* ) :
96/0.95 Discosia castaneae sp. nov.

CML2
CBS 143893* Discosia rubi

MFLUCC 13-0204* Discosia neofraxinea
93/0.96

MFLUCC 12-0670 Discosia neofraxinea

MAFF 237478 Discosia tricellularis
99/0.99

97/0.95
T~ NBRC 32705* Discosia tricellularis

68/0.92 NBRC 104194* Discosia yakushimensis

— MFLU 14-0298* Discosia italica

CBS 124848* Discosia artocreas

CBS 136428* Discosia pseudoartocreas
MFLU 14-0299* Discosia fagi

— NBRC 104195 Immersidiscosia eucalypti

ﬁ/—CBS 139823 Seimatosporium rosae

0.03

Figure 9. Phylogram generated from RAxXML analysis based on combined ITS, LSU and fub2
sequence data of Discosia isolates. The tree was rooted to Immersidiscosia eucalypti (CBS 544.95) and
Seimatosporium rosae (CBS 139823). The scale bar indicates 0.03 nucleotide changes per site. Isolates
from this study are marked in blue, ex-type strains are marked with *, and the identified species is
marked in yellow.
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Figure 10. Discosia castaneae (BJFC-51805). (A,B) Conidiomata on the diseased leaves of Castanea mollissima; (C) Section
through the conidioma; (D,E) Conidiogenous cells giving rise to conidia; (F-I) Conidia. Scale bars: (C-I) = 10 pm.

3.9. Monochaetia (Sacc.) Allesch.

Monochaetia castaneae C.M. Tian & N. Jiang, sp. nov. (Figure 12)

MycoBank: MB837793

Etymology—mnamed for the host genus, Castanea.

Holotype—BJFC-51807

Pathogenic on Castanea mollissima leaves. Sexual morph: Undetermined. Asexual
morph: Conidiomata 120-230 um diam., 20-50 um high, acervular, conspicuous, scat-
tered or aggregated, rounded, black. Conidiophores cylindrical, hyaline, smooth-walled.
Conidiogenous cells 12-20 x 1.5-2.5 um, phialidic, ampulliform, discrete, hyaline, smooth-
walled. Conidia (18.8-)20-24(-27.3) x (4.7-)5.4-6.2(-6.6) pm (X = 22 x 5.8 um, n = 50),
L/W = (3.1-)3.2-4.5(-5.8) (x = 3.8, n = 50), fusiform, tapering at both ends, 4-septate; basal
cell 2.5-4.0 um long, conic, hyaline and smooth-walled; three median cells each 3.5-5.5 um
long, doliiform, light brown, rough-walled; apical cell 3.0-4.5 pm long, conic, hyaline
and smooth-walled; apical appendage 17.5-35 um long, single, tubular, filiform; basal
appendage 10-20 um long, single, central, tubular, filiform.

Culture characteristics—Colonies on PDA reaching up to 40 mm in 15 days, flat,
spreading, with sparse aerial mycelium and smooth, lobate margin, cinnamon, reverse
isabelline. Fruiting bodies were observed after 20 days.

Material examined—CHINA, Sichuan Province, Yaan City, Shimian County, 29°13/31” N,
102°21'27" E, alt. 978 m, on leaf spots of Castanea mollissima, 10 September 2020, N. Jiang
(BJFC-51807, holotype; ex-type living cultures, CFCC 54354 = SM9-1, SM9-2).

Notes—Monochaetia concentrica and M. kansensis were recorded to inhabit Castanea
leaves, but Monochaetia castaneae from present study is narrower than them (4.7-6.6 um in
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M. castaneae vs. 6.5-8.5 um in M. concentrica vs. 6.0-8.0 um in M. kansensis) [47]. Monochaetia
castaneae is phylogenetically close to M. junipericola from twigs of Juniperus communis
(Figure 11), but they are distinguished by hosts and conidial sizes (18.8-27.3 x 4.7-6.6 um
in M. castaneae vs. 22-28 x 5.0-7.0 pm in M. junipericola) [48].

CFCC 54354
93/0.92 :
Monochaetia castaneae sp. nov.
70/- SM9-2

CBS 143391 Monochaetia junipericola

52-L CBS 101009 Monochaetia ilexae

L— HKAS 10065 Monochaetia sinensis

59/-

NBRC9980 Monochaetia dimorphospora

CBS 144034 Monochaetia quercus

PSHI2004Endo1030 Monochaetia kansensis

2%
SHI2004Endo1031 Monochaetia kansensis

CBS 546.80 Monochaetia monochaeta

CBS 199.82 Monochaetia monochaeta

99/-

CBS 115004 Monochaetia monochaeta

—2#— CBS 131308 Distononappendiculata banksia

0.02

Figure 11. Phylogram generated from RAXML analysis based on combined ITS sequence data of
Monochaeta isolates. The tree was rooted to Distononappendiculata banksia (CBS 131308). The scale bar
indicates 0.02 nucleotide changes per site. Isolates from this study are highlighted. Isolates from this
study are marked in blue, and the identified species is marked in yellow.
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Figure 12. Monochaetia castaneae (BJFC-51807). (A,B) Conidiomata on the diseased leaves of Castanea mollissima; (C,E,F)
Conidia; (D) Conidiogenous cells giving rise to conidia. Scale bars: (C-F) = 10 um.

3.10. Neopestalotiopsis Maharachch., K.D. Hyde & Crous

Neopestalotiopsis asiatica Maharachch., K.D. Hyde & Crous, Stud. Mycol. 79: 136 (2014)
(Figure 14)

Pathogenic on Castanea mollissima leaves. Sexual morph: Undetermined. Asexual
morph: Conidiomata 80-200 um diam., 20-150 um high, acervular, conspicuous, scattered
or aggregated, rounded, black. Conidiophores reduced to conidiogenous cells, smooth, hya-
line. Conidiogenous cells 4-10 x 1.5-4 um, discrete, thin-walled, lageniform, subcylindrical
or irregular. Conidia (15.4-)17.6-23.1(-25.5) x (4.6-)5.4-7.8(-8.4) um (x =19.4 x 6.2 um,
n =50), L/W = (2.2-)2.7-3.5(-4) (x = 3.1, n = 50), basal cell conic to obconic with a truncate
base, hyaline, minutely verruculose and thin-walled, 4-5.5 pum long; three median cells
doliiform, versicolourous, second cell from base pale brown to olivaceous, 4.5-6 um long;
third cell honey brown, 5-6.5 um long; fourth cell brown, 4.5-5.5 pm long; apical cell
3.5-5 um long, hyaline, subcylindrical, rugose and thin-walled; with 3 (seldom 4) tubular
apical appendages, arising from the apical crest, unbranched, filiform, 23-35 pm long; basal
appendage present, 3.5-8.5 um long.

Culture characteristics—Colonies on PDA reaching up to 60 mm in 10 days, dense
aerial mycelium on the surface with undulate edge, white. Fruiting bodies were observed
after 20 days.

Material examined—CHINA, Sichuan Province, Yaan City, Shimian County, 29°13/31” N,
102°21'27" E, alt. 978 m, on leaf spots of Castanea mollissima, 10 September 2020, N. Jiang
(BJFC-51789, living culture, CFCC 54339 = SM32); ibid. (living cultures, SM7, SM8B, SM11,
SM19B).

Notes—Neopestalotiopsis asiatica was described based on the endophytic isolate from
unknown trees in China under the name of Pestalotiopsis asiatica [49], but subsequently
transferred to the genus Neopestalotiopsis [50]. In the present study, several isolates of
N. asiatica were obtained from Chinese chestnut diseased leaves (Figure 13).
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Figure 13. Phylogram generated from RAXxML analysis based on combined ITS tefl and tub2 sequence
data of Neopestalotiopsis isolates. The tree was rooted to Pestalotiopsis trachicarpicola (OP608) and
Pseudopestalotiopsis cocos (CBS 272.39). The scale bar indicates 0.02 nucleotide changes per site. Isolates
from this study are marked in blue, ex-type strains are marked with *, and the identified species are

marked in yellow.
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Figure 14. Neopestalotiopsis asiatica (BJFC-S51789). (A,B) Conidiomata on the diseased leaves of Castanea mollissima; (C) Coni-
diogenous cells giving rise to conidia; (D-H) Conidia. Scale bars: (C-H) = 10 um.

3.10.1. Neopestalotiopsis brasiliensis

Neopestalotiopsis brasiliensis V.P. Abreu, A.W.C. Rosado & O.L. Pereira, Acta Bot. Brasil-
ica 32(4): 661 (2018) (Figure 15)

Pathogenic on Castanea mollissima leaves. Sexual morph: Undetermined. Asexual
morph: Conidiomata 50-150 pm diam., 30-90 pm high, acervular, conspicuous, scat-
tered or aggregated, rounded, black. Conidiophores reduced to conidiogenous cells,
smooth, hyaline. Conidiogenous cells 6-15 x 1.5-3.5 um, discrete, thin-walled, lageni-
form, subcylindrical or irregular. Conidia (18.5-)19.5-24.1(-26.1) x (5-)5.3-6.4(-6.8) um
(x=21.8 x 5.9 um, n =50), L/W = (2.9-)3.2-4.3(—4.4) (x = 3.8, n = 50), fusoid, ellipsoid
to subcylindrical, straight to slightly curved, 4-septate; basal cell conic to obconic with a
truncate base, hyaline, minutely verruculose and thin-walled, 3-5.5 um long; three median
cells doliiform, versicolourous, second cell from base pale brown to olivaceous, 4-6.5 pm
long; third cell honey brown, 4.5-5.5 um long; fourth cell brown, 4.5-6 um long; apical cell
3.5-5.5 um long, hyaline, subcylindrical, rugose and thin-walled; with 2 (seldom 3) tubular
apical appendages, arising from the apical crest, unbranched, filiform, 8-20 um long; basal
appendage present, 2-5.5 pm long.

Culture characteristics—Colonies on PDA reaching up to 60 mm in 7 days, dense
aerial mycelium on the surface with undulate edge, white. Fruiting bodies were observed
after 15 days.

Material examined—CHINA, Guizhou Province, Zunyi City, Goujiang Town, 27°2449" N,
106°52'49" E, alt. 1064 m, on leaf spots of Castanea mollissima, 7 September 2020, N. Jiang
(BJFC-51791, living culture, CFCC 54341 = ZY4); ibid. (living culture, ZY4-2D).

Notes—Neopestalotiopsis brasiliensis was described from rotted fruits of Psidium guajava
in Brazil [51]. In present study, strains from diseased chestnut leaves formed a supported
clade with the ex-type strain COAD 2166 (Figure 13), and shared similar morphology.
Hence, we identified our strains as N. brasiliensis, which represented a new host and
geographical record.
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Figure 15. Neopestalotiopsis brasiliensis (BJFC-51791). (A,B) Conidiomata on the diseased leaves of Castanea mollissima;
(C) Conidiogenous cells giving rise to conidia; (D-G) Conidia. Scale bars: (C-G) = 10 um.

3.10.2. Neopestalotiopsis sichuanensis

C.M. Tian & N. Jiang, sp. nov. (Figure 16)

MycoBank: MB 837792

Etymology—named for the location of the type specimen.

Holotype—BJFC-51788

Pathogenic on Castanea mollissima leaves. Sexual morph: Undetermined. Asexual
morph: Conidiomata 100-250 um diam., 50-150 pm high, acervular, conspicuous, scattered
or aggregated, rounded, black. Conidiophores reduced to conidiogenous cells, smooth,
hyaline. Conidiogenous cells 7-20 x 2-6 um, discrete, thin-walled, lageniform, subcylindri-
cal or irregular. Conidia (23.2-)24.3-30.4(-32.8) x (5.7-)6.3-7.1(-7.5) um (¥ = 27.3 X 6.7 pm,
n=>50), L/W = (3.4-)3.5-4.6(-5.1) (x = 4.1, n = 50), fusoid, ellipsoid to subcylindrical,
straight to slightly curved, 4-septate; basal cell conic to obconic with a truncate base, hya-
line, minutely verruculose and thin-walled, 3.5-5 pm long; three median cells doliiform,
versicolourous, second cell from base pale brown to olivaceous, 3.5-6 um long; third cell
honey brown, 4.5-6.5 um long; fourth cell brown, 4.5-6 um long; apical cell 3.5-6 um long,
hyaline, subcylindrical, rugose and thin-walled; with 2 or 3 tubular apical appendages,
arising from the apical crest, unbranched, filiform, 8-15 pm long; basal appendage present,
1.5-4 um long.

Culture characteristics—Colonies on PDA reaching up to 60 mm in 7 days, dense
aerial mycelium on the surface with undulate edge, white. Fruiting bodies were observed
after 15 days.

Material examined—CHINA, Sichuan Province, Yaan City, Shimian County, 29°13'31” N,
102°21'27" E, alt. 978 m, on leaf spots of Castanea mollissima, 10 September 2020, N. Jiang
(BJFC-51788, holotype; ex-type living culture, CFCC 54338 = SM15-1); ibid. (living culture,
SM15-1C).

Notes—Neopestalotiopsis sichuanensis was phylogenetically close to N. cubana (Figure 13)
but differed in conidial width (5.7-7.5 um in N. sichuanensis vs. 7.5-10 um in N. cubana) [50].
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Figure 16. Neopestalotiopsis sichuanensis (BJFC-51788). (A,B) Conidiomata on the diseased leaves of Castanea mollissima;
(C) Conidiogenous cells giving rise to conidia; (D-G) Conidia. Scale bars: (C-G) = 10 um.

3.10.3. Neopestalotiopsis sp.1

Pathogenic on Castanea mollissima leaves. Sexual morph: Undetermined. Asexual
morph: Conidiomata 80-150 pm diam., 30-60 um high, acervular, conspicuous, scat-
tered or aggregated, rounded, black. Conidiophores reduced to conidiogenous cells,
smooth, hyaline. Conidiogenous cells 5.5-15.5 x 3-7 um, discrete, thin-walled, lageni-
form, subcylindrical or irregular. Conidia (19.1-)19.9-23.2(-24.7) x (5.4-)5.8-7.6(-8.6) um
(x=21.6 X 6.7 um, n =50), L/W = (2.9-)3.0-3.5(-3.7) (x = 3.2, n = 50), fusoid, ellipsoid
to subcylindrical, straight to slightly curved, 4-septate; basal cell conic to obconic with a
truncate base, hyaline, minutely verruculose and thin-walled, 3-4.5 um long; three median
cells doliiform, versicolourous, second cell from base pale brown to olivaceous, 3-5 pm
long; third cell honey brown, 4.5-6 um long; fourth cell brown, 4-6 um long; apical cell
3.5-5 um long, hyaline, subcylindrical, rugose and thin-walled; with 2 or 3 tubular apical
appendages, arising from the apical crest, unbranched, filiform, 7.5-14 um long; basal
appendage present, 3-6.5 um long (Figure 17).

Culture characteristics—Colonies on PDA reaching up to 60 mm in 7 days, dense
aerial mycelium on the surface with undulate edge, white. Fruiting bodies were observed
after 15 days.

Material examined—CHINA, Yunnan Province, Zhaotong City, Zhenxiong County,
27°43'28" N, 105°10'35" E, alt. 1280 m, on leaf spots of Castanea mollissima, 5 September
2020, N. Jiang (BJFC-51787, living culture, CFCC 54337 = ZX12A); ibid. (living culture,
ZX12-1).

Notes—Although phylogenetically distinct, these two isolates were not proposed as a
new species for lack of distinguished characters from close clades (Figure 13).
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Figure 17. Neopestalotiopsis sp.1 (BJFC-51787). (A,B) Conidiomata on the diseased leaves of Castanea mollissima; (C) Conidio-
genous cells giving rise to conidia; (D-G) Conidia. Scale bars: (C-G) = 10 pm.

3.10.4. Neopestalotiopsis sp.2

Pathogenic on Castanea mollissima leaves. Sexual morph: Undetermined. Asexual
morph: Conidiomata 75-175 pm diam., 30-75 um high, acervular, conspicuous, scat-
tered or aggregated, rounded, black. Conidiophores reduced to conidiogenous cells,
smooth, hyaline. Conidiogenous cells 3.5-8 x 2.5-5.5 um, discrete, thin-walled, lageni-
form, subcylindrical or irregular. Conidia (21.4-)22-25.2(-26.2) x (5.1-)6.2-7.7(-8.7) pm
(x =23.6 x 7 um, n =50), L/W = (2.9-)3-3.9(—4.4) (x = 3.4, n = 50), fusoid, ellipsoid to
subcylindrical, straight to slightly curved, 4-septate; basal cell conic to obconic with a
truncate base, hyaline, minutely verruculose and thin-walled, 3-5 um long; three median
cells doliiform, versicolourous, second cell from base pale brown to olivaceous, 4.5-6.5 pm
long; third cell honey brown, 4.5-6 um long; fourth cell brown, 4-6 um long; apical cell
3.5-5 pm long, hyaline, subcylindrical, rugose and thin-walled; with 2 (seldom 3) tubular
apical appendages, arising from the apical crest, unbranched, filiform, 10-25 pm long; basal
appendage present, 1.5-5 um long (Figure 18).

Culture characteristics—Colonies on PDA reaching up to 60 mm in 7 days, dense
aerial mycelium on the surface with undulate edge, white. Fruiting bodies were observed
after 15 days.

Material examined—CHINA, Sichuan Province, Yaan City, Shimian County, 29°13'31” N,
102°21'27" E, alt. 978 m, on leaf spots of Castanea mollissima, 10 September 2020, N. Jiang
(BJFC-51790, living culture, CFCC 54340 = SM14); Yunnan Province, Zhaotong City, Zhenx-
iong County, 27°43'28" N, 105°10’35" E, alt. 1280 m, on leaf spots of Castanea mollissima,
5 September 2020, N. Jiang (living culture, ZX22B).

Notes—Although phylogenetically distinct, these two isolates were not proposed as a
new species for lack of distinguished characters from close clades (Figure 13).
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Figure 18. Neopestalotiopsis sp.2 (BJFC-51790). (A,B) Conidiomata on the diseased leaves of Castanea mollissima; (C) Conidio-
genous cells giving rise to conidia; (D-F) Conidia. Scale bars: (C-F) = 10 um.

3.11. Pestalotiopsis Steyaert

Pestalotiopsis kenyana Maharachch., K.D. Hyde & Crous, Stud. Mycol. 79: 166 (2014)
(Figure 19)

Pathogenic on Castanea henryi and C. mollissima leaves. Sexual morph: Undetermined.
Asexual morph: Conidiomata 50-250 pm diam., 30-150 um high, acervular, conspicuous,
scattered or aggregated, rounded, black. Conidiophores reduced to conidiogenous cells,
smooth, hyaline. Conidiogenous cells 5-19 x 2.5-6.5 um, discrete, thin-walled, lageni-
form, subcylindrical or irregular. Conidia (20.4-)21.8-26.2(-28) x (6.1-)6.3-7.4(-8) um
(x =23.8 X 6.9 um, n =50), L/W = (3-)3.1-3.9(4.2) (x = 3.5, n = 50), fusoid, ellipsoid to
subcylindrical, straight to slightly curved, 4-septate; basal cell conic to obconic with a
truncate base, hyaline, minutely verruculose and thin-walled, 3-5 um long; three median
cells doliiform, concolourous, brown, second cell 3-5.5 um long; third cell 4.5-6.5 pm long;
fourth cell 4.5-6 pm long; apical cell 3.5-5.5 um long, hyaline, subcylindrical, rugose and
thin-walled; with 3 tubular apical appendages, arising from the apical crest, unbranched,
filiform, 3.5-15 um long; basal appendage present, 1.5-3.5 um long.

Culture characteristics—Colonies on PDA reaching up to 60 mm in 7 days, dense
aerial mycelium on the surface with undulate edge, white. Fruiting bodies were observed
after 15 days.

Material examined—CHINA, Yunnan Province, Zhaotong City, Zhenxiong County,
27°43/28" N, 105°10'35" E, alt. 1280 m, on leaf spots of Castanea mollissima, 5 Septem-
ber 2020, N. Jiang (BJFC-51784, living culture, CFCC 54336 = ZX11); ibid. (living cul-
ture, ZX3, ZX7, ZX9, ZX18A); Guizhou Province, Zunyi City, Goujiang Town, 27°24'49" N,
106°52'49" E, alt. 1064 m, on leaf spots of Castanea mollissima, 7 September 2020, N. Jiang
(BJFC-51786, living culture, ZY6-2A); ibid. (living culture, ZY7); Sichuan Province, Yaan
City, Shimian County, 29°13'31” N, 102°21'27" E, alt. 978 m, on leaf spots of Castanea mol-
lissima, 10 September 2020, N. Jiang (BJFC-51785, living culture, SM18); Hunan Province,
Changsha City, Changsha County, Jinjing Town, 28°58'52” N, 113°34/38" E, alt. 63 m, on
leaf spots of Castanea henryi, 10 November 2020, C.M. Tian & N. Jiang (BJFC-51817; living
culture, JJ 2A); ibid. (living cultures, JJ5, JJ10, JJ13, JJ15, JJ17, JJ18, JJ26).
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Notes—Pestalotiopsis kenyana was proposed from Coffea sp. in Kenya [50]. Strains
collected from Castanea mollissima in present study formed a supported clade with Pestalo-
tiopsis kenyana (Figure A7), and shared similar morphology. Hence, we identified our
strains as P. kenyana, which represented a new host record.

Figure 19. Pestalotiopsis kenyana (BJFC-S1784). (A,B) Conidiomata on the diseased leaves of Castanea mollissima; (C) Conidio-
genous cells giving rise to conidia; (D-H) Conidia. Scale bars: (C-H) = 10 pm.

3.12. Robillarda Sacc.

Robillarda sessilis (Sacc.) Sacc., Michelia 2(no. 6): 8 (1880) (Figure 20)

Pathogenic on Castanea mollissima leaves. Sexual morph: Undetermined. Asexual
morph: Conidiomata 100-200 pm diam., 20-60 um high, acervular, conspicuous, scattered
or aggregated, rounded, black. Conidiophores reduced to conidiogenous cells, smooth,
hyaline. Conidiogenous cells 2.5-6 x 1.5-3 um, discrete, thin-walled, guttulate or not,
lageniform, ampulliform or irregular. Conidia composed of a 1-septate conidium body
and a septate apical cell modified into a branched appendage. Conidium body (10.7-)11.2—
13.1(-13.5) x (2.9-)3.1-3.8(-3.9) um (x = 12.2 x 3.4 um, n = 50), L/W = (2.9-)3.1-4.1(-4.5)
(x = 3.6, n = 50), cylindrical, straight, 1-septate, smooth, hyaline to pale brown, guttulate,
slightly constricted at the median septum; apical cell cylindrical for 4.0-5.0 pm long, then
dividing into 2—4 (mostly 3) divergent branches; apical appendages unbranched, attenuated,
15-28 um long; basal appendages absent.

Culture characteristics—Colonies on PDA reaching up to 60 mm in 15 days, flat with
entire edge, white, aerial mycelia villiform. Fruiting bodies were observed after 20 days.

Material examined—CHINA, Yunnan Province, Zhaotong City, Zhenxiong County,
27°43/28" N, 105°10/35" E, alt. 1280 m, on leaf spots of Castanea mollissima, 5 September
2020, N. Jiang (BJFC-51804, living culture, CFCC 54353 = ZX5); ibid. (living culture, ZX5-1);
Guizhou Province, Zunyi City, Goujiang Town, 27°24’49” N, 106°52'49" E, alt. 1064 m, on
leaf spots of Castanea mollissima, 7 September 2020, N. Jiang (living culture, ZY5-1).

Notes—Robillarda sessilis was documented from quite variable hosts, such as Bischofia,
Cocos, Ficus, Fragaria, Fumana, Ludwigia, Magnolia, Paeonia, Quercus, Randia, Rosa, Rubus,
and Vitis [52]. Strains from present study clustered with the ex-epitype strain (CBS 114312)
of Robillarda sessilis (Figure A8). This is the first report of this fungus on the host Castanea
mollissima, and in China as a country.
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Figure 20. Robillarda sessilis (BJFC-51804). (A,B) Conidiomata on the diseased leaves of Castanea mollissima; (C,D) Conidio-
genous cells giving rise to conidia; (E-I) Conidia. Scale bars: (C-I) = 10 pm.

3.13. Diaporthe Nitschke

Diaporthe lithocarpi Y.H. Gao & L. Cai, Fungal Biology 119(5): 306 (2015) (Figure 21)

Pathogenic on Castanea henryi leaves. Sexual morph: Undetermined. Asexual morph:
Conidiomata 120-3000 pm diam., pycnidial, aggregated, globose to subglobose, black.
Conidiophores reduced to conidiogenous cells. Conidiogenous cells 2.5-12.5 x 1.5-3 pm,
cylindrical, hyaline, phiailidic, unbranched, straight. Conidia (7.6-)7.9-9.1(-9.8) x (2.5-)2.6-
3(-3.1) pm (¥ = 8.5 x 2.8 um, n =50), L/W = (2.4-)2.7-3.4(-3.7) (x = 3.1, n = 50), aseptate,
hyaline, ellipsoidal, biguttulate, mostly with one end obtuse and the other acute.

Culture characteristics—Colonies on PDA reaching up to 60 mm in 7 days, flat, initially
white mycelium, gradually becoming pale brownish, with cottony aerial mycelium and
fringed margin; reverse pale yellowish.

Material examined—CHINA, Hunan Province, Changsha City, Changsha County,
Jinjing Town, 28°58'52"” N, 113°34/38" E, alt. 63 m, on leaf spots of Castanea henryi,
10 November 2020, C.M. Tian & N. Jiang (BJFC-51809; living culture, CFCC 54573 = J]J3);
ibid. (living cultures, JJ3-2, JJ26B).

Notes—Diaporthe lithocarpi was reported to cause leaf spots on Lithocarpus glabra,
Loropetalum chinensis, Smilax china, S. glabra and Ternstroemia gymnanthera in Zhejiang
Province of China [53]. The present study adds a new Castanea henryi host for the fungus
based on the phylogenetic inference of ITS, cal, his, tefl and tub2 sequence data (Figure A9),
and exactly matched morphology.
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Figure 21. Diaporthe lithocarpi (BJFC-S1809). (A,B) Conidiomata on the diseased leaves of Castanea henryi; (C) Conidiogenous
cells giving rise to conidia; (D) Section through the pycnidium; (E,F) Conidia. Scale bars: (C-F) = 10 um.

3.14. Gnomoniopsis Berl.

Gnomoniopsis daii C.M. Tian & N. Jiang, Forests 10(11/1016): 6 (2019) (Figure 22)

Pathogenic on Castanea mollissima leaves. Sexual morph: Undetermined. Asexual
morph: Conidiomata 30-100 pm diam., pycnidial, aggregated, globose to pulvinate, black,
single ostiolate, forming long and yellow tendrils. Conidiophores reduced to conidiogenous
cells. Conidiogenous cells 2.5-18 x 1.5-3 um, cylindrical, hyaline, phiailidic, unbranched,
straight. Conidia (4.9-)5.1-5.9(-6.2) x (2.4-)2.5-2.6(-2.7) pm (X = 5.5 x 2.5 um, n = 50),
L/W = (1.9-)2-2.2(-2.5) (x = 2.2, n = 50), aseptate, hyaline, ellipsoidal, guttulate.

Culture characteristics—Colonies on PDA reaching up to 60 mm in 7 days, flat, veluti-
nous to shortly woolly, dark brown in center, gradually lightening to pale grey at margin;
margin diffuse; reverse dark brown to grey.

Material examined—CHINA, Yunnan Province, Zhaotong City, Zhenxiong County,
27°43/28" N, 105°10'35” E, alt. 1280 m, on leaf spots of Castanea mollissima, 5 September
2020, N. Jiang (BJFC-51794, living culture, ZX14-1); Guizhou Province, Zunyi City, Gou-
jlang Town, 27°24'49” N, 106°52'49" E, alt. 1064 m, on leaf spots of Castanea mollissima,
7 September 2020, N. Jiang (BJFC-51795, living culture, CFCC 54345 = ZY11); ibid. (living
cultures, ZY10-1, ZY10-3, ZY12A).

Notes—The fungus Gnomoniopsis smithogilvyi causes fruit rot and branch canker
diseases on Castanea sativa in Australia and Europe [4,5]. Interestingly, similar symptoms
on Castanea mollissima in China were caused by two different species. Gnomoniopsis chinese
causes branch canker, and G. daii causes fruit rot [54,55]. In this study, we confirmed the
Gnomoniopsis pathogen on leaves in China as G. daii based on the phylogenetic inference of
ITS, tefl and tub2 sequence data (Figure A10), and exactly matched morphology.
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Figure 22. Gnomoniopsis daii (BJFC-S1794). (A,B) Conidiomata on the diseased leaves of Castanea mollissima (arrows showing
orange tendrils); (C,D) Conidiogenous cells giving rise to conidia; (E,F) Conidia. Scale bars: (C-F) = 10 um.

3.15. Pyrisporaceae C.M. Tian & N. Jiang
3.15.1. Pyrisporaceae C.M. Tian & N. Jiang, fam. nov.

MycoBank: MB 838315

Etymology—named from the type genus, Pyrispora.

Type genus—Pyrispora C.M. Tian & N. Jiang

Pathogenic or saprobic on Castanea mollissima leaves. Sexual morph: Ascomata semi-
immersed, aggregated, globose to pulvinate, black, single ostiolate. Ostioles single, dark
grey to black. Paraphyses deliquescent. Asci cylindrical to clavate, 8-spored, bi-seriate,
with a distinct apical ring. Ascospores aseptate, hyaline, smooth, fusoid, multiguttulate,
straight to slight curved. Asexual morph: Conidiomata pycnidial, aggregated, globose
to subglobose, black, single ostiolate. Conidiophores reduced to conidiogenous cells.
Conidiogenous cells pyriform base with long neck, hyaline, phiailidic, unbranched, straight.
Conidia aseptate, hyaline, smooth, ellipsoidal, multiguttulate.

Notes—The fungal order Diaporthales was well-classified based on both morphology
and phylogeny in recent years (Figure 23) [56-59]. In this study, the sexual morph was
observed on Castanea leaves, showing the typical characters of Diaporthales, the asci
with distinct apical ring. Additionally, the asexual morph is distinctive based on the
conidiogenous cells with pyriform base and long neck. Hence, we proposed a new family
to accommodate this species.
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3.15.2. Pyrispora C.M. Tian & N. Jiang, gen. nov.

MycoBank: MB 838316

Etymology—named for the pyriform base of the conidiogenous cells.

Type species—Pyrispora castaneae C.M. Tian & N. Jiang

Pathogenic or saprobic on Castanea mollissima leaves. Sexual morph: Ascomata semi-
immersed, aggregated, globose to pulvinate, black, single ostiolate. Ostioles single, dark
grey to black. Paraphyses deliquescent. Asci cylindrical to clavate, 8-spored, bi-seriate,
with a distinct apical ring. Ascospores aseptate, hyaline, smooth, fusoid, multiguttulate,
straight to slight curved. Asexual morph: Conidiomata pycnidial, aggregated, globose
to subglobose, black, single ostiolate. Conidiophores reduced to conidiogenous cells.
Conidiogenous cells pyriform base with long neck, hyaline, phiailidic, unbranched, straight.
Conidia aseptate, hyaline, smooth, ellipsoidal, multiguttulate.

3.15.3. Pyrispora castaneae C.M. Tian & N. Jiang, sp. nov.

MycoBank: MB 838317

Etymology—named for the host genus, Castanea.

Holotype—BJFC-51798

Pathogenic or saprobic on Castanea mollissima leaves. Sexual morph: Ascomata
80-200 um diam., semi-immersed, aggregated, globose to pulvinate, black, single osti-
olate. Ostioles 30-75 um, diam., single, dark grey to black. Paraphyses deliquescent.
Asci (41-)44.5-52(-58) x (7-)8.5-10.5(-11) um, cylindrical to clavate, 8-spored, bi-seriate,
with a distinct apical ring. Ascospores (11.4-)12.2-14.5(-14.9) x (4.3—-)4.4-4.9(-5.2) um
(x=13.3 x 4.7 pm, n =50), L/W = (2.2-)2.5-3(-3.2) (x = 2.9, n = 50), aseptate, hyaline,
smooth, fusoid, multiguttulate, straight to slight curved. Asexual morph: Conidiomata
60-250 um diam., pycnidial, aggregated, globose to subglobose, black, single ostiolate.
Conidiophores reduced to conidiogenous cells. Conidiogenous cells 4-7.5 x 2-3.5 pym,
pyriform base with long neck, necks up to 45 pm, hyaline, phiailidic, unbranched, straight.
Conidia (10.4-)11.7-13(-13.9) x (4.1-)4.4-4.9(-5.5) um (x = 12.3 x 4.5 um, n =50), L/W =
(2.2-)2.5-3.2(-3.4) (x = 2.8, n = 50), aseptate, hyaline, smooth, ellipsoidal, multiguttulate
(Figures 24 and 25).

Figure 24. Pyrispora castaneae (BJFC-S1800). (A,B) Ascomata on the diseased leaves of Castanea
mollissima; (C-F) Asci and ascospores. Scale bars: (C-F) = 10 um.



J. Fungi 2021, 7, 64 33 of 59

Figure 25. Pyrispora castaneae (BJFC-S1798). (A,B) Conidiomata on the diseased leaves of Castanea mollissima; (C-E)
Conidiogenous cells giving rise to conidia; (F) Conidia. Scale bars: (C-F) = 10 um.

Culture characteristics—Colonies on PDA reaching up to 60 mm in 7 days, flat, white,
with cottony aerial mycelium and fringed margin; reverse pale yellowish.

Material examined—CHINA, Sichuan Province, Yaan City, Shimian County, 29°13'31” N,
102°21'27" E, alt. 978 m, on leaf spots of Castanea mollissima, 10 September 2020, N. Jiang
(BJFC-51798, holotype; ex-type living culture, CFCC 54349 = SM17); ibid. (BJFC-51799,
living culture, CFCC 54350 = SM20); ibid. (BJFC-51800, living culture, SM28); ibid. (BJFC-
51801, living culture, CFCC 54351 = SM29); ibid. (BJFC-51802, living culture, SM30); ibid.
(BJFC-51803, living culture, SM31); Hunan Province, Xiangtan City, 27°48'51” N, 112°71'42" E,
alt. 85 m, on leaf spots of Castanea mollissima, 9 November 2020, C.M. Tian & N. Jiang
(living culture, CFCC 54578 = XTO01).

3.16. Coniella Hohn.

Coniella castaneicola B. Sutton, The Coelomycetes (Kew): 420 (1980) (Figure 26)

Pathogenic on Castanea mollissima leaves. Sexual morph: Undetermined. Asexual
morph: Conidiomata 100-150 um diam., pycnidial, conspicuous, scattered, globose to
subglobose, black, single ostiolate. Conidiophores reduced to conidiogenous cells. Conid-
iogenous cells 4-13.5 x 1.5-3.5 um, simple, hyaline, smooth, tapering. Conidia (16.7-)18.4-
21.3(-22.3) x (2.7-)2.8-3.2(-3.3) um (¥ = 19.9 x 3 um, n = 50), L/W = (5.1-)6-7.2(-7.3)
(x = 6.6, n = 50), aseptate, initially hyaline, becoming pale brown, smooth, cylindrical, lin-
ear, apex acute to nearly rounded, base truncate, smooth-walled, multiguttulate, enclosed
in a persistent mucoid sheath.

Culture characteristics—Colonies on PDA reaching up to 60 mm in 10 days, flat, white,
aerial mycelium spreads in irregular concentric zones. Conidiomata were formed after
15 days.

Material examined—CHINA, Guizhou Province, Zunyi City, Goujiang Town, 27°24'49" N,
106°52'49" E, alt. 1064 m, on leaf spots of Castanea mollissima, 7 September 2020, N. Jiang
(BJFC-51793, living culture, CFCC 54344 = ZY7-1); ibid. (living culture, ZY7-2).

Notes—The genus Coniella was well classified recently [60]. However, Coniella castane-
icola was not studied for lacking of fresh collections and DNA data. In present study, we
obtained fresh Coniella isolates from Castanea mollissima, and found it distinct from others in
the phylogram (Figure A11). However, specimen in present study shared similar conidial
morphology with the original description of Coniella castaneicola (20 x 2-2.5 pm) [61], hence
we temporarily assign it to C. castaneicola.
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Figure 26. Coniella castaneicola (BJFC-51793). (A-C) Conidiomata on the diseased leaves of Castanea mollissima; (D) Conidio-
genous cells giving rise to conidia; (E,F) Conidia. Scale bars: (D-F) = 10 um.

3.17. Tubakia B. Sutton

Tubakia dryinoides C. Nakash., Fungal Systematics and Evolution 1: 80 (2018) (Figure 27)

Pathogenic or saprobic on Castanea mollissima leaves. Sexual morph: Undetermined.
Asexual morph: Conidiomata 70-120 um diam., pycnothyrial, conspicuous, aggregated, su-
perficial, circular or subcircular, black. Conidiophores reduced to conidiogenous cells, aris-
ing from the underside of the scutella, around the columella, radiating. Conidiogenous cells
5-14 x 2.5-5 um, cylindrical, conical, hyaline to brown, thin-walled, smooth, apex obtuse
to truncate. Conidia (10.4-)11.5-15.6(-17.7) x (5.1-)5.3-6.1(-6.5) um (x¥ = 13.6 x 5.7 um,
n =50), L/W = (1.7-)1.9-2.9(-3.4) (x = 2.4, n = 50), aseptate, hyaline to pale brown, smooth,
cylindrical to obovoid.

Culture characteristics—Colonies on PDA reaching up to 60 mm in 14 days, flat,
creamy white, aerial mycelium forming concentric rings. Conidiomata were formed after
15 days.

Material examined—CHINA, Sichuan Province, Yaan City, Shimian County, 29°13/31” N,
102°21'27" E, alt. 978 m, on leaf spots of Castanea mollissima, 10 September 2020, N. Jiang
(BJFC-51796; living culture, CFCC 54346 = SM10-1); ibid. (living culture, = SM10).

Notes—Tubakia dryinoides was described from Castanea crenata and Quercus phillyraeoides
in Japan [62]. In present study, strains from diseased chestnut leaves formed a supported
clade with the ex-type strain NBRC 9267 (Figure A12), and shared similar morphology.
Hence, we identified our strains as T. dryinoides, which represented a new host and geo-
graphical record.
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Figure 27. Tubakia dryinoides (BJFC-51796). (A—C) Pycnothyria on the diseased leaves of Castanea mollissima; (D) Conidio-
genous cells giving rise to conidia; (E,F) Conidia. Scale bars: (D-F) = 10 pm.

3.18. Colletotrichum Corda
3.18.1. Colletotrichum fructicola

Colletotrichum fructicola Prihast., L. Cai & K.D. Hyde, Fungal Divers. 39: 96 (2009)

Pathogenic on Castanea henryi and C. mollissima leaves. Sexual morph: Undeter-
mined. Asexual morph was observed on PDA: Conidiomata, acervular, aggregated, orange.
Conidiophores hyaline, septate, branched. Conidiogenous cells 5-17.5 x 1.5-3 um, hya-
line, cylindrical to ampulliform. Conidia (10.8-)11.2-16.9(-17.9) x (3.1-)3.2-5.4(-5.9) pm
(x=14.7 x 43 um, n = 50), L/W = (3.1-)3.2-3.5(-3.6) (x¥ = 3.4, n = 50), aseptate, hyaline,
smooth, cylindrical, both ends rounded.

Culture characteristics—Colonies on PDA reaching up to 60 mm in 5 days, flat with
entire edge, aerial mycelium dense, cottony, grey to dark grey in the centre, white at the
margin; reverse greyish green.

Material examined—CHINA, Sichuan Province, Yaan City, Shimian County, 29°13/31” N,
102°21'27" E, alt. 978 m, on leaf spots of Castanea mollissima, 10 September 2020, N. Jiang
(living cultures, SM6, SM9, SM13, SM14, SM14, SM16, SM30, SM31); Hunan Province,
Shaoshan City, Yintian Town, 27°52'04"” N, 112°35'03" E, alt. 73 m, on leaf spots of Castanea
mollissima, 9 November 2020, C.M. Tian & N. Jiang (living cultures, S501, S514); Hunan
Province, Xiangtan City, 27°48'51” N, 112°71’42" E, alt. 85 m, on leaf spots of Castanea
mollissima, 9 November 2020, N. Jiang (living cultures, XT08, XT12, XT14-2, XT15); Hunan
Province, Changsha City, Changsha County, Jinjing Town, 28°58'52"” N, 113°34'38" E, alt.
63 m, on leaf spots of Castanea henryi, 10 November 2020, C.M. Tian & N. Jiang (living
culture, J]21).

Notes—Colletotrichum fructicola was described from Coffea arabica in Thailand [63],
and subsequently found to infect several economic plants in China, such as Camellia
sinensis, Citrus sinensis, Morus alba, Pyrus pyrifolia and Vitis vinifera [64]. In present study,
strains from diseased chestnut leaves formed a supported clade with Colletotrichum fruc-
ticola (Figure A13), and shared similar morphology. Hence, we identified our strains as
C. fructicola, and Castanea henryi and C. mollissima represented two new host records.

3.18.2. Colletotrichum henanense

Colletotrichum henanense F. Liu & L. Cai, Persoonia 35: 80 (2015)
Pathogenic on Castanea mollissima leaves. Sexual morph: Undetermined. Asexual
morph was observed on PDA: Conidiomata, acervular, aggregated, orange. Conidiophores
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hyaline, septate, branched. Conidiogenous cells 4.5-15 x 1.5-2.5 um, hyaline, cylindrical
to ampulliform. Conidia (8.8-)11.5-13.2(-17.2) x (3-)3.4-5.1(-5.8) um (x¥ = 12.2 X 4.3 pm,
n=>50), L/W = (2.5-)2.6-2.9(-3) (x = 2.7, n = 50), aseptate, hyaline, smooth, cylindrical,
both ends rounded.

Culture characteristics—Colonies on PDA reaching up to 60 mm in 5 days, flat with
entire edge, aerial mycelium dense, cottony, grey to dark grey in the centre, white at the
margin; reverse greyish green.

Material examined—CHINA, Sichuan Province, Yaan City, Shimian County, 29°13'31" N,
102°21'27" E, alt. 978 m, on leaf spots of Castanea mollissima, 10 September 2020, N. Jiang
(living cultures, SM12, SM22, SM33); Hunan Province, Shaoshan City, Yintian Town,
27°52'04” N, 112°3503" E, alt. 73 m, on leaf spots of Castanea mollissima, 9 November
2020, C.M. Tian & N. Jiang (living cultures, SS02, SS04); Yunnan Province, Zhaotong
City, Zhenxiong County, 27°43'28" N, 105°10'35" E, alt. 1280 m, on leaf spots of Castanea
mollissima, 5 September 2020, N. Jiang (living culture, ZX2-1); Hunan Province, Changsha
City, Changsha County, Kaihui Town, 28°58'12" N, 113°25'48" E, alt. 65 m, on leaf spots of
Castanea mollissima, 10 November 2020, C.M. Tian & N. Jiang (living culture, KH1).

Notes—Colletotrichum henanense was initially proposed as the leaf pathogen of Camellia
sinensis and Cirsium japonicum in China [65]. Later, it was recorded to cause anthracnose of
Camellia oleifera in China [66]. In the present study, strains from diseased chestnut leaves
formed a supported clade with Colletotrichum henanense (Figure A13), and shared similar
morphology. Hence, we identified our strains as C. henanense, and Castanea mollissima
represented a new host record.

3.18.3. Colletotrichum jiangxiense

Colletotrichum jiangxiense F. Liu & L. Cai, Persoonia 35: 82 (2015)

Pathogenic on Castanea mollissima leaves. Sexual morph: Undetermined. Asexual
morph: Undetermined.

Culture characteristics—Colonies on PDA reaching up to 60 mm in 7 days, flat with
entire edge, aerial mycelium dense, cottony, white to grey; reverse olivaceous.

Material examined—CHINA, Sichuan Province, Yaan City, Shimian County, 29°13'31” N,
102°21'27" E, alt. 978 m, on leaf spots of Castanea mollissima, 10 September 2020, N. Jiang
(living culture, SM21); Yunnan Province, Zhaotong City, Zhenxiong County, 27°43/28" N,
105°10'35” E, alt. 1280 m, on leaf spots of Castanea mollissima, 5 September 2020, N. Jiang
(living culture, ZX10-1); Guizhou Province, Zunyi City, Goujiang Town, 27°24’49"” N,
106°52/49" E, alt. 1064 m, on leaf spots of Castanea mollissima, 7 September 2020, N. Jiang
(living cultures, ZY12, ZY12B).

Notes—Colletotrichum jiangxiense was previously described from Camellia sinensis in
China [65], and subsequently discovered from Citrus sinensis [67]. In present study, strains
from diseased chestnut leaves formed a supported clade with Colletotrichum jiangxiense
(Figure A13). Hence, we identified our strains as C. jiangxiense, and Castanea mollissima
represented a new host record.

3.18.4. Colletotrichum karsti You L. Yang, Zuo Y. Liu, K.D. Hyde & L. Cai, Cryptog. Mycol.
32(3): 241 (2011)

Pathogenic on Castanea mollissima leaves. Sexual morph: Undetermined. Asexual
morph: Undetermined.

Culture characteristics—Colonies on PDA reaching up to 60 mm in 6 days, flat with
entire margin, aerial mycelium dense, cottony, initially white, becoming grey with age;
reverse pale brown.

Material examined—CHINA, Guizhou Province, Zunyi City, Goujiang Town, 27°24'49"
N, 106°52'49" E, alt. 1064 m, on leaf spots of Castanea mollissima, 7 September 2020, N. Jiang
(living cultures, CFCC 54365 = ZY3B, ZY3B-1).

Notes—Colletotrichum karsti was described from Arundina graminifolia, Calanthe argen-
teostriata, Eria coronaria, Pleione bulbocodioides and Vanda sp. in China [68]. In the present
study, strains from diseased chestnut leaves formed a supported clade with Colletotrichum
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karsti (Figure A14). Hence, we identified our strains as C. karsti, and Castanea mollissima
represented a new host record.

3.18.5. Colletotrichum nymphaeae (Pass.) Aa, Netherlands Journal of Plant Pathology,
Supplement 1 84(3): 110 (1978)

Pathogenic on Castanea mollissima leaves. Sexual morph: Undetermined. Asexual
morph: Undetermined.

Culture characteristics—Colonies on PDA reaching up to 60 mm in 8 days, flat with
entire edge, aerial mycelium dense, cottony, white to grey; reverse olivaceous.

Material examined—CHINA, Sichuan Province, Yaan City, Shimian County, 29°13'31” N,
102°21'27" E, alt. 978 m, on leaf spots of Castanea mollissima, 10 September 2020, N. Jiang
(living cultures, CFCC 54366 = SM26, SM26-1).

Notes—Colletotrichum nymphaeae was recorded to be associated with several hosts,
including Camellia oleifera, Citrus aurantifolia, Juglans regia, Malus domestica, Prunus salicina
and Vitis vinifera [69]. In the present study, strains from diseased chestnut leaves formed
a supported clade with Colletotrichum nymphaeae (Figure A15). Hence, we identified our
strains as C. nymphaeae, and Castanea mollissima represented a new host record.

4. Discussion

Castanea henryi and C. mollissima are two crops currently cultivated in plantations of
China, and suffering from cankers, leaf spots and fruit rot diseases commonly. During
our investigations in the past years, Cryphonectria parasitica and Dendrostoma spp. were
commonly occurring in most plantations, causing mild to serious cankers depending on
the management [2,10]. Gnomoniopsis chinensis caused fatal stem and branch canker disease
in only Hebei Province [60]. Compared to the cankers, leaf spots are usually neglected. In
present study, we focused on the leaf-inhabiting fungi, identified them to 26 fungal species
using phenotypic characters and the multi-locus phylogeny.

From Table 3, most fungi (92.3%) belong to Sordariomycetes and the rest two species
belong to Dothideomycetes. This result is nearly congruent as we expected, because
Sordariomycetes is a species-rich class and contains many plant pathogens [69]. Within Sor-
dariomycetes, Amphisphaeriales (45.8%), Botryosphaeriales (12.5%), Diaporthales (33.3%)
and Glomerellales (20.8%) are identified. They contain famous plant pathogens such as
pestalotioid taxa, Botryosphaeria-like taxa, diaporthalean fungi and Colletotrichum species.
These fungi were documented in the monograph of chestnut disease by Xie in 1998 [44].
However, genus and species concepts have changed a lot in recent years. For example, the
old name Colletotrichum gloeosporioides has been expanded to a group of species named Col-
letotrichum gloeosporioides species complex [70], hence the chestnut-inhabiting Colletotrichum
needs to be re-identified to particular one or several species. The genus Pestalotiopsis s.
I. was separated into three genera, namely Pestalotiopsis s. s., Neopestalotiopsis and Pseu-
dopestalotiopsis based on phylogeny [50]. In addition, species with similar morphology from
the same host, especially resulting into same symptoms, are not easy to be distinguished
without molecular approach in previous studies. Gnomoniopsis daii from Chinese chestnut
and Gnomoniopsis smithogilvyi (G. castaneae) from European chestnut were likely identified
to Phomopsis (now Diaporthe) species for extremely similar morphology.

According to the filed investigation and sample observation, Colletotrichum spp.,
Neopestalotiopsis spp., Pestalotiopsis kenyana and Phyllosticta capitalensis are now common
pathogens in plantations of Castanea henryi and C. mollissima. Pathogenicity tests and
disease control methods are required to be conducted in the future.
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Appendix A

MUCC 511 Aplosporelia yalgorensis

MUCC 512 Aplosporella yalgorensis

CBS 121167

190002 1 STE-U 6326 ;
Aplosporella prunicola
SM18B-1

SM18B
97/0.95
CGMCC 3.17725 Aplosporella macropycnidia
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CGMCC 3.17726 Aplosporella macropycnidia
CBS 121777 Aplosporella africana

10011 CBS 121779 Aplosporella africana

N L{ CFCC 50052 Aplosporella javeedii
CFCC 50053 Aplosporella javeedii

100/0.99 CFCC 89660 Aplosporella ginkgonis
CFCC 89661 Aplosporella ginkgonis

— CBS 208.37 Aplosporella hesperidica

100/1| CBS 121780 Aplosporella papillata
CBS 121781 Aplosporella papillata
MFLU 16-0615 Aplosporella thailandica

CPC 22791 Aplosporelia artocarpi

—4#— CBS 115206 Saccharata proteae

0.05

Figure A1. Phylogram generated from RAXML analysis based on combined ITS and fef1 sequence
data of Aplosporella isolates. The tree was rooted to Saccharata proteae (CBS 115206). The scale bar
indicates 0.05 nucleotide changes per site. Isolates from this study are marked in blue, and the
identified species is marked in yellow.
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Figure A2. Phylogram generated from RAXML analysis based on combined ITS, tefl and tub2 sequence data of
Botryosphaeria isolates. The tree was rooted to Neofusicoccum luteum (CBS 110229). The scale bar indicates 0.02 nucleotide
changes per site. Isolates from this study are marked in blue, and the identified species is marked in yellow.
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Figure A3. Phylogram generated from RAXML analysis based on combined ITS, LSU, act, gapdh and tefl sequence data of
Phyllosticta isolates. The tree was rooted to Botryosphaeria obtusa (CMW 8232) and B. stevensii (CBS 112553). The scale bar
indicates 0.08 nucleotide changes per site. Isolates from this study are highlighted, and ex-type strains are marked with *.
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92/1

56/- 9971

D. chenopodii CBS 128.93
D. suiyangensis CGMCC 3.18352
D. ocimicola CGMCC 3.18358

D. bellidis CBS 714.85
D. segeticola CGMCC 3.17489

68/0.95 99/1 D. aquatica CGMCC 3.18349
—{ D. macrophylla CGMCC 3.18357
89/1 D. infuscatispora CGMCC 3.18356
70/0.91 7'£ D. brunneospora CBS 115.58

D. negriana CBS 358.71

D. ellipsoidea CGMCC 3.1

D. microchlamydospora CBS 105.95
10071 D. acetosellae CBS 179
D. rumicicola CBS 683.79
D. exigua CBS 183.55
D. aliena CBS 379.93
D. calidophila CBS 448.83
100/1) CFCC 54343
97/1

9410981 L cBS 123380
87/0.99
96/0,99\

D. keratinophila CBS 143032
D. sancta CBS 281.83
D. eucalyptica CBS 377.91

7411 98/1| D. sinensis LC 8142
84/01& D. magnoliae MFLUCC 18-1560
| o009 D. aeria CGMCC 3.18353
7 D. pomorum CBS 285.76
D. curtisii PD 92/1460
53/0.93 721— D. pinodes CBS 525.77
D. lethalis CBS 103.25
D. pinodella CBS 531.66
1001 D. arachidicola CBS 333.75
65/0.92 _ﬂigricans CBS 444.81
—  ©68/0.91 D. protuberans CBS 381.96

74/0.95 100/1 D. glomerata CBS 528.66
— D. aurea CBS 269.93

D. musae FMR 13720

D. anserina CBS 253.80

86/1

971 D. americana CBS 185.85
99/1 D. maydis CBS 588.69
921 D. subglomerata CBS 110.92
4x D. gardeniae CBS 626.68

82/0.96

D. heteroderae CBS 109.92

98/1 E D. dimorpha CBS 346.82
D. boeremae CBS 109942

81/ — D. ilicicola CGMCC 3.18355
% D. subherbarum CBS 249.92
D. pedeiae CBS 124517

—4,6‘— Epicoccum nigrum CBS 125.82

0.02

D. molleriana CBS 229.79

D. chloroguttulata CGMCC 3.18351

145572

73/ D. finnmarkica CBS
ﬂE D. cari CPC 33112
91/1 D. macrostoma CBS 223.69
D. viburnicola CBS 523.73

100/1
D. pteridis CBS 379.96

8350

58/- Didymella acaciae CBS 143404
53/0.9 E D.dactylidis CBS 124513
- D. rhei CBS 109177

97

SM24B Didymella coffeae-arabicae

D. eriobotryae MFLUCC 16-0489

Figure A4. Phylogram generated from RAXML analysis based on combined ITS, LSU, rpb2 and tub2 sequence data of
Didymella isolates. The tree was rooted to Epicoccum nigrum (CBS 125.82). The scale bar indicates 0.02 nucleotide changes per
site. Isolates from this study are marked in blue, and the identified species is marked in yellow.
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83/- — DAOM 214595 Arthrinium mytilomorphum
CGMCC 3.18337 Arthrinium subroseum
1001 CGMCC3.18335 Arthrinium bambusae
99/1 KUMCC 19-0217 Arthrinium setostromum
KUMCC 18-0192 Arthrinium neogarethjonesii
KUMCC16-0202 Arthrinium garethjonesii
100/1 | CGMCC 3.18336 Arthrinium pseudoparenchymaticum
1001 LC8173 Arthrinium pseudoparenchymaticum
MFLUCC15-0003 Arthrinium hyphopodii
10011  CBS 145133 Arthrinium hysterinum
5”0-91 L MFLU 15-0002 Arthrinium yunnanum
[ Tr CBS 115042 Arthrinium ovatum
CBS 123185 Arthrinium pterospermum
MMI00052 Arthrinium jatrophae
XT18-1
100/1| CBS114316 Arthrinium arundinis
CBS106.12
o011 IMI285638b Arthrinium euphorbiae
IMI 99670 Arthrinium vietnamense
MFLUCC 18-1101 Arthrinium phyllostachium
CBS 478.86 Arthrinium xenocordella
CBS113332 Arthrinium kogelbergense
CBS 145136 Arthrinium esporiense
CFCC 52303 Arthrinium ginlingense
MFLUCC13-0644 Arthrinium paraphaeospermum
CBS 337.61 Arthrinium rasikravindrae
CFCC 53036 Arthrinium chinense
CBS244.83 Arthrinium aureum
CBS114990 Arthrinium hydei
LC7107 Arthrinium balearicum
CBS 145130 Arthrinium descalsii
S-642 Arthrinium aquaticum
CBS 191.73 Arthrinium saccharicola
—] o IMI 326869 Arthrinium serenense
CBS114314 Arthrinium phaeospermum
CBS 145137 Arthrinium ibericum
65/0.93 CGMCC3.18332 Arthrinium dichotomanthi
T CGMCC3.18381 Arthrinium jiangxiense
CGMCC3.18333 Arthrinium camelliae-sinensis
CGMCC3.18331 Arthrinium obovatum
IMI326877 Arthrinium hispanicum
1001 9211 IMI 326875 Arthrinium mediterranei
981 CFCC52301 Arthrinium gaoyouense
CBS497.90 Arthrinium marii
CBS 212.30 Arthrinium sacchari
CGMCC3.18334 Arthrinium guizhouense
CBS 145149 Arthrinium piptatheri
CBS 102052 Arthrinium pseudospegazzinii
MFLUCC11-0479 Arthrinium longistromum
——— CBS 135459 Arthrinium pseudosinense
CBS 135835 Arthrinium gutiae
[ CFCC 53038 Arthrinium trachycarpum
| CFCC 53039 Arthrinium trachycarpum
100/ CBS 145154 Arthrinium sporophleum
IFO30500 Arthrinium japonicum
CBS 145131 Arthrinium curvatum var. minus
CBS 145127 Arthrinium caricicola

100/1 E CBS 145150 Arthrinium puccinioides
CBS 549.86 Arthrinium puccinioides

CBS 480.73 Nigrospora gorlenkoana

7N

57/-

85/0.90

57I-

10071

100/1

100/1

82/0.96

79/0.91

84/1) 991
95/0.92

100/1

92/0.99

99/1

02
Figure A5. Phylogram generated from RAXML analysis based on combined ITS, tefl and tub2 sequence data of Arthrinium
isolates. The tree was rooted to Nigrospora gorlenkoana (CBS 480.73). The scale bar indicates 0.2 nucleotide changes per site.
Isolate from this study is marked in blue, and the identified species is marked in yellow.
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Bartalinia robillardoides CBS 122705*
Bartalinia robillardoides CPC 25361
Bartalinia robillardoides CPC 12376

99095 | Bartalinia robillardoides CBS 122615

Bartalinia robillardoides CPC 25385

__| | Bartalinia bella CBS 464.61*
81/-

Y

Bartalinia bella CBS 125525

L_—— Bartalinia laurina HKUCC 6537

—— Bartalinia rosicola MFLUCC 17-0645*

JJ4

Fi4 8- | CBS 144141 Bartalinia pini

CBS 143891*

Parabartalinia lateralis CBS 399.71*

—4{— Morinia acaciae CBS 137994*
0.004

Figure A6. Phylogram generated from RAXML analysis based on combined ITS and LSU sequence data of Bartalinia isolates.
Table 137994. The scale bar indicates 0.004 nucleotide changes per site. Isolate from this study is marked in blue, ex-type
strains are marked with ¥, and the identified species is marked in yellow.
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67/0.95

74/0.99)

83/0.99

ZYB-2A

CBS 442.67*
ZX7

ZX9

ZX11
ZX18A
LF1278

630,93 100M1L 7v7

P, trachicarpicola OP068*
P. trachicarpicola MFLUCC 12-0264

P. macadamiae BRIP 63738b*
P, telopeae CBS 114161*

P. australasia CBS 114126*

10011 | P. knightia CBS 114138*

P. knightia CBS 111963

P. grevilleae CBS 114127*
P. brachiata LF196*

P. biciliata CBS 124463*

P. parva CBS 265.37*

— P. rosea MFLUCC 12-0258*

P. digitalis MFLU 14-0208*
o7/11 P. papuana CBS 331.96*
P. adusta ICMP 6088*
P. malayana CBS 102220*
P. diploclisia CBS 115587*
P. humus CBS 336.97*
95/1 P. jinchanghensis LF1281*
ﬂrrp colombiensis CBS 118553*
P. aggestorum LF1308*
“— P, licualacola HGUP 4057*
P. dilucida LF444*

98/0.98| P. chamaeropis CBS 186.71*

98/1

991

P. chamaeropis ZY8B
P. linearis MFLUCC 12-0271*
91-— P intermedia MFLUCC 12-0259*
P. australis CBS 114193*
P. scoparia CBS 176.25*
P. unicolor MFLUCC 12-0276*
P. jiangxiensis YH257*
P. jtaliana MFLU 14-0214*
P. brassicae CBS 170.26*
P. hollandica CBS 265.33*
P. sequoiae MFLUCC 13-0399*
P. monochaeta CBS 144.97*
P. verruculosa MFLUCC 12-0274*
————— P, yunnanensis HMAS 96359*

961~ P. lushanensis LC4344*

P. rhododendri IFRDCC 2399*
P. clavata MFLUCC 12-0268*
P. inflexa MFLUCC 12-0270*

P. camelliae MFLUCC 12-0277*
P. yanglingensis YH420*

P. furcata MFLUCC 12-0054*
P. portugalica CBS 393.48*

——— P, novaehollandiae CBS 130973*

P. gaultheria IFRD 411-014*

P. spathulata CBS 356.86*
P. diversiseta MFLUCC 12-0287*

P. hawaiiensis CBS 114491*

P. anacardiacearum |IFRDCC 2397*
P. arenga CBS 331.92*

P. ericacearum IFRDCC 2439*

P. arceuthobii CBS 434.65*

7}'— N. magna MFLUCC 12-652*

0.04

P. jesteri CBS 109350*

ZX3 Pestalotiopsis kenyana

P. dracontomelon MFLU 14C0207*

P. longiappendiculata LF221*

Figure A7. Phylogram generated from RAxML analysis based on combined ITS, tefl and fub2
sequence data of Pestalotiopsis isolates. The tree was rooted to Neopestalotiopsis magna (MFLUCC
12-652). The scale bar indicates 0.04 nucleotide changes per site. Isolates from this study are marked

in blue, ex-type strains are marked with *, and the identified species is marked in yellow.
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52- |

971 ——— CBS 587.7* Robillarda terrae

—— CBS 122.75* Robillarda africana

100/1

4x

— CBS 143882* Robillarda australiana

CBS 115445* Robillarda roystoneae

—4:,{‘— CBS 140411 Strickeria kochii

0.04

Figure A8. Phylogram generated from RAXML analysis based on combined ITS, LSU, rpb2, tefl and tub2 sequence data of
Robillarda isolates. The tree was rooted to Strickeria kochii (CBS 140411). The scale bar indicates 0.04 nucleotide changes per
site. Isolates from this study are marked in blue, ex-type strains are marked with *, and the identified species is marked
in yellow.
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e es| [ Diaporthe eflipicola CGMCC 3.17084
Diaporthe eres CFCC 52579
Digporthe eres CFCC 52575
Diaporthe longicicola CGMCC 3.17089
Diaparthe camptothecicola CFCC 51632
Diaporthe eras CFCC 52580
Diaporthe eres CFCC 52576
Diaporthe biguttusis CGMCC 3.17081
1001 | Diaporthe betulae CFCC 50470
210.99) | Digporthe betuiae CFCC 50469
anes Diaporthe padina CFCC 52590
Diaporthe betuiina CFCC 52560
Diaporthe chensiensis CFCC 52567
Diaporthe vaccinii CBS 160.32
Diaporthe alleghaniensis CBS 495.72
Diaporthe bicincta CBS 12100
Diaporthe maritima BRIP 57892a
Diaporthe celastring CBS 139,27
— Diaporthe celeris CBS 143349
‘— Diaporthe eres CFCC 52581
— Diaporthe momicola MFLUCC 16-0113
— Diaporthe mahothocarpus CGMCC 3.15181
Diaporthe fukushii MAFFB25034
Diaporthe nobilis CBS 587.79
Diaporthe eres CFCC 52578
- Digporthe eres CFCC 52577
610 L— Diaporthe pulla CBS 338.89
Diaporthe helicis ARS211
100 Diaporthe alnea CBS 146.46
Diaporthe neiliae CBS 144.27
690,90 Diaporthe virgiliae CMW 40748
W@m heterophyliae CPC 26215
Diaporthe penetriteum LC3215
Diaporthe collaniana MFLU 17-2770
L—— Diaporthe subclavata ZJUDA5
10041 | Diaporthe xunwuensis CFCC 53085
Diaporthe xunwuensis CFCC 53086
Diaporthe oraccini LC3166
Diaporthe conica CFCC 52571
Diaporthe acerigena CFCC 52554
Diaporthe albosinensis CFCC 53066
Diaporthe albosinensis CFCC 53067
Diaporthe fraxinicola CFCC 52582
som.g1|- Diaporthe citnichinensis CGMCC 3.15225
98/ Diaporthe coryli CFCC 53083
Diaporthe coryli CFCC 53084
Diaporthe ukurunduensis CFCC 52592
Diaparthe tibetensis CFCC 52000
100111 Diaporthe tibetensis CFCC 519919
10001 | Diaporthe apiculatum CFCC 53069
Diaporthe apiculatum CFCC 53068

51/

B4,

971

56 a0

1001

67/-

Diaporthe apiculatum LC3418
8210.92 Diaporthe sennae CFCC 51636
Diaporthe charfesworthii BRIP 54884m
— wan | Diaporthe citi AR3405
[ Diaporthe citri CFCC 53079
Diaporthe bavhinise CFCC 53073

1001] Draporthe bauhiniae CFCC 53071
1001 | | pigporthe bauhiniae CFCC 53072

- Diaporthe aquatica IFRDCC 3051
. Lo rl_ Diaporthe psoraleae-pinnatae CPC 21638
Diaporthe shaanxiensis CFCC 53106
il L Diaporthe incompleta LC6754

Figure A9. Cont.
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60/-

61/

T72/0.95

T1/0.82

62-

1001 | Diaporthe sennicola CFCC 51635
Diaporthe sennicola CFCC 51634

54~ Diaporthe pascoei BRIP 54847
gas.|[1001 | Diaporthe schimae CFCC 53103
Diaporthe schimae CFCC 53104

Diaporthe taoicola MFLUCC 16-0117

64" | o711 Diaporthe fraxini-angustifoliae BRIP 54781

Diaporthe musigena CBS 129519

Diaporthe pandanicola MFLUCC 17-0607

Diaporthe perseae CBS 151.73

Diaporthe litchicola BRIP 54900

L_ Diaporthe pseudomangiferae CBS 101339
Diaporthe arengae CBS 114979

Diaporthe arecae CBS 161,64

Diaporthe pterocarpicola MFLUCC 10-0580a

Diaporthe pescicoia MFLUCC 16-0105

Diaporthe cercidis CFCC 52565

Diaporthe pseudophoenicicola CBS 176.77

Diaporthe eucalyptorum CBS 132525

Diaporthe podocarpi-macrophyilli LCE155

Diaporthe tectonigena MFLUCC 12-0767

Diaporthe aseana MFLUCC 12-0299a

Diaporthe xishuangbanica LCE707

63/0.93

B1/0.90

Diaporthe lithocarpus

Diaporthe hongkongensis CBS 115448
Diaporthe biconispora ZJUDE2
Diaporthe undulata LCE6624
Diaparthe vawdreyi BRIP 57887a
Diaporthe ganzhouensis CFCC 53087

aoo a17 Diaporthe baccae CBS 136972
Diaporthe rhusicola CPC 18191
Diaporthe foeniculacea CBS 111553
Diaporthe ravennica MFLUCC 16-099/17
Diaporthe cytosporella CBS 137020
Diaporthe chamaeropis CBS 454.81
Diaporthe dorycnil MFLUCC 17-1015
Diaporthe anacardii CBS 720.97
Diaporthe velutina LC4421
Diaporthe stictica CBS 370.54
Diaporthe elaeagni-glabrae LC4802
1001 r Diaporthe macintoshii BRIP 55064a
— 68092 Diaporthe vangueriae CBS 137985
Diaporthe maytenicola CPC 21896
Diaporthe parapferocarpi CBS 137986
Diaporthe cissampell CPC 27302
Diaporthe canthii CPC 19740
Diaporthe hickoriae CBS 145.26
Diaporthe saccarata CBS 116311
Diaporthe isoberliniae CPC 22549
Diaporthe inconspicua CBS 133813

7710.97
94/0.85

100/1 I

aan

Diaporthe pterocarpi MFLUCC 10-0580a
i|——0iaporthe diospyricola CPC 21169
Diaporthe psoraleae CPC 21634

Diaporthe acutispora LC6161
Diaporthe multigutullata ZJUD98
Diaporthe multigutuliata CFCC 53095
1001 — Diaporthe aspalathi CBS 117169
L Diaporthe crotalariae CBS 162.33

; Diaporthe caulivora CBS 127268

Figure A9. Cont.
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1001 Dwaporthe eustralaincena CBS 111888

Diaporthe fusicola CGMCC 3.17087
Dvaporthe stenks CBS 136969

100 Diaporthe garettyoness MFLUCC 12.0542a
81006 Diaporthe ternstroemia CGMCC 3 15183
Diaporthekadsuree CFCC 52586

“-L_ biaporthe amygass CoS 126679

Diaporthe perjuncta CBS 109745
1001 {mmummm
Diaporthes chisandrae CFCC 51989
Diaporthe juglandicola CFCC 51134
Disporthe juglandicols CFCC 51135
Disporthe vemiciicola CFCC 53109
Diaporthe betulicola CFCC 51128
Duaporthe bohenvae CBS 143347
Diaporthe ampelina STE U2660
Drsporthe hrspanise CBS 143351
Diaporthe thunbergil MFLUCC 10-05768
Diaporthe is URM7485

omn

r—
' Diaporthe brasitensis C8S 133183

Draporthe subelipcola KUMCC 17-0153
Diaporthe kochman BRIP 54033
%L Diaporthe sojee FAUSIS

ODvaporthe racemosae CPC 26640
Diaporthe schini CBS 133181
Diaporthe terebinthifold CBS 133180
Emmmmu

snnse| I Deporthe gutyse BRIP 54025
Diaportne angeicee CBS 111592
Diaporthe ciehori MFLUCC 17 1023
- mecﬁsim
wansz| " Diaporthe arcti DPO4B2

- 10001 Diaporthe schooni MFLU 15-1279
soan ©30.96) Diaporthe acericols MFLUCC 17-0956
. Disporthe novem CBS 127269
Draporthe phaseciorum AR4203
Diaporthe cuppatea CBS 1174881
- 90098 L— Diaporthe kustanicee CBS 123212
#3095 Diaporthe pyracanthoe LS 2017

5 [ Diaporthe infecunda CBS 133812
02054

£3083
- Draporthe ganjse CBS 180.91
sun [~ Diaporthe tectonae MFLUCC 120777

1001

200 Draportheaiangi CFCC 52556
Diaporthe tuliensis BRIP 822480
Diaporthe goulteri BRIP 58657a
1001 | Diaporthe CBS 133182
- Diaportne neorsonikayaporum MFLUCC 14 1136

Diaporthe longispora CBS 194.36

Figure A9. Phylogram generated from RAxML analysis based on combined ITS, cal, his,
tefl and tub2 sequence data of Diaporthe isolates. The tree was rooted to Diaporthella corylina
(CBS 121124). The scale bar indicates 0.1 nucleotide changes per site. Isolates from this

Draporthe.
—‘f—mmm 121124

Diaporthe €8S 296 67
Diaporthe ambrgua CBS 114015

1001 Disporthe passifiorse CPC 19183

study are marked in blue, and the identified species is marked in yellow.
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100/1| CBS125681 G. alderdunensis
CBS125680 G. alderdunensis
CBS125679 G. alderdunensis

MS 0312 G. guttulata

98/1| CBS 125678 G. occulta

CBS 125677 G. occulta

MS 0292 G. occulta

CBS 804.79 G. chamaemori
91/0.92| CBS 125671 G. fructicola
10071 CBS 208.34 G. fructicola
1 | CBS 121226 G. fructicola

CBS 807.79 G. comari
&l CBS 806.79 G. comari
CBS 809.79 G. comari

62098\ "9 cBS 904.79 G. tormentillae
—— CBS 121469 G. racemula
CBS 858.79 G. sanguisorbae
CBS 121468 G. macounii
%0/0.99 70093 CBS 125676 G. idaeicola
100/1! CBS 125675 G. idaeicola
CBS 125674 G. idaeicola
CBS 125673 G. idaeicola
100/0.931 CBS 125672 G. idaeicola
B ZY10-3
ZY10-1
97/0.99| 711
ZY12A Gnomoniopsis daii
100/1 CFCC 54043
CMF002B
7 ZX14-1
g2/-1 CBS 130190 G. smithogilvyi
10071 ﬂCBS 130189 G. smithogilvyi
62r | CBS 130188 G. smithogilvyi
941 CFCC 52286 G. chinensis
CBS 123202 G. paraclavulata
71/0.97 | 70/- CBS 121255 G. clavulata
CFCC 53115 G. xunwuensis

7 - CBS 342.86 Apiognomonia errabunda

78/0.96

98/0.99
83/0.98
—_—

87/0.99

0.04

Figure A10. Phylogram generated from RAxML analysis based on combined ITS, tefl and tub2 sequence data of Gnomoniopsis
isolates. The tree was rooted to Apiognomonia errabunda (CBS 342.86). The scale bar indicates 0.04 nucleotide changes per
site. Isolates from this study are marked in blue, and the identified species is marked in yellow.
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99/1| ZY7-1
93/0.99[ 7v7.2

78/0.91

|

94/0.95

Coniella castaneicola

CBS 143.97 Coniella koreana
CBS 904.69 Coniella quercicola

— CBS 114133 Coniella africana
H MFLUCC 12-0427 Coniella pseudokoreana

MFLUCC 17-1673 Coniella pseudokoreana
96/0 ﬁL— CBS 875.72 Coniella nicotianae
CBS 149.22 Coniella straminea

MFLUCC 12-0427 Coniella pseudostraminea
100/1 l— CBS 252.38 Coniella granati

51/ CBS 814.71 Coniella granati

85/0.99

- CBS 137980 Coniella pseudogranati
100/1 [ JZB3700001 Coniella vitis
100/1 10071 JZB3700002 Coniella vitis
E\ CBS 590. 84 Coniella diplodiopsis
CBS 109.23 Coniella diplodiopsis
931090 | *°f* CBS 111858 Coniella diplodiella

| CBS 111857 Coniella diplodiella
CBS 114006 Coniella sp.

547}

52/-

57/-

88/0.91

100/1[ CBS 141596 Coniella fusiformis

CBS 114850 Coniella fusiformis

o ﬁ[ CBS 455.68 Coniella javanica
CBS 109757 Coniella hibisci

CBS 141597 Coniella lanneae

99/1 |— CBS 131594 Coniella tibouchinae
] _{ CBS 131595 Coniella tibouchinae

CBS 111021 Coniella limoniformis
10011 | DAOMC 251731 Coniella lustricola
DAOMC 251732 Coniella lustricola

—+————— NFCCI 2213 Coniella crousii

——— CBS 142045 Coniella duckerae

CBS 523.78 Coniella erumpens

84/0 91 CBS 165.60 Coniella nigra

CBS 766.71 Coniella solicola
CBS 143031 Coniella heterospora
CBS 172.49 Coniella fragariae
9911 CBS 167.84 Coniella fragariae
CBS 111025 Coniella obovata

78/0.94

100/1

ws 110394 Coniella peruensis
CBS 132530 Coniella wangiensis

—— CBS 139893 Coniella eucalyptigena
CBS 141598 Coniella malaysiana
CBS 114134 Coniella eucalyptorum

9311 L CBS 112640 Coniella eucalyptorum

CBS 110385 Melanconiella sp.

0.05

1001 E CBS 141292 Coniella paracastaneicola
CPC 25498 Coniella paracastaneicola

CBS 524.73 Coniella macrospora

Figure A11. Phylogram generated from RAXML analysis based on combined ITS, tefl and tub2 sequence data of Coniella
isolates. The tree was rooted to Melanconiella sp. (CBS 110385). The scale bar indicates 0.05 nucleotide changes per site.

Isolates from this study are marked in blue, and the identified

species is marked in yellow.
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100/1

62/-

£CBS 127492* T. seoraksanensis

NBRC 9268* T. japonica

770931 5BS 115011* T braunii

80971 cBS 639.93" T. suttoniana
0L cpc 32255 T melnikiana
70/-
— CBS 137349* T. macnabbii
O CBS 139744 T. liquidambaris
63/0.95 — CBS 143670* T. californica

100/1 100/1

CBS 129012* T. iowensis

CBS 129013* T. hallii

CPC 33020* T. sierrafriensis

| 77/0.93
97/0.99 | ' SM10-1 Tubakia dryinoides
66/- NBRC 9267*

A il CBS 129014 T. americana

4x

100/1

—— NBRC 9885* T.

003

NBRC 9884* T. paradryinoides

—— CBS 112097* T. dryina

oblongispora

—4#— CPC 33021* Sphaerosporithyrium mexicanum

Figure A12. Phylogram generated from RAXML analysis based on combined ITS, tefl and tub2
sequence data of Tubakia isolates. The tree was rooted to Sphaerosporithyrium mexicanum (CPC 33021).
The scale bar indicates 0.03 nucleotide changes per site. Isolates from this study are marked in blue,
ex-type strains are marked with *, and the identified species is marked in yellow.
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Figure A13. Phylogram generated from RAXML analysis based on combined ITS, act, chs-1, gapdh and tub2 sequence data of

Collectrichum gloeosporiodes species complex isolates. The tree was rooted to Collectrichum catinaense (CBS 142417) and C.

boninense (CBS 123755). The scale bar indicates 0.03 nucleotide changes per site. Isolates from this study are marked in blue,

ex-type strains are marked with *, and the identified species are marked in yellow.
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Figure A14. Phylogram generated from RAxML analysis based on combined ITS, act, chs-1, gapdh
and fub2 sequence data of Collectrichum boninense species complex isolates. The tree was rooted to
Collectrichum gloeosporiodes (CBS 112999). The scale bar indicates 0.03 nucleotide changes per site.
Isolates from this study are marked in blue, ex-type strains are marked with *, and the identified
species is marked in yellow.
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Figure A15. Phylogram generated from RAxML analysis based on combined ITS, act, chs-1, gapdh
and tub2 sequence data of Collectrichum acutatum species complex isolates. The tree was rooted to
Collectrichum anthrisci (CBS 125334). The scale bar indicates 0.04 nucleotide changes per site. Isolates
from this study are marked in blue, ex-type strains are marked with *, and the identified species is
marked in yellow.
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