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of culturable endwpiDhtciranpregir eassitei atsod at e
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|l ays a foundation for future research into th
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growth (Abeywickrama et al . 2023) . I n return
promote plant gr awmeElinhandedeesl epmane to both

(Gao

et al . 2010, Bhar dwaj et al . 2014, Font

i mportant role of endophytic menagboil sttelseiwi t &

whi c
rese

hsicgann fi cantly influence the quality of m
archemwms ahade secondary metabolites from t

pl atnhtast are either itdenthecae proasdimsdc( Hlya d hatt

2011
2011

: Kusar i et al . 2013, Pal ani chamy et al
, -(Rridvuefraa et al . 2011, Somj ai peng et al . y
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bi ol
seco
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al
al
dri v

ogical divereintples éeéemhemphypt pcoducegi a wi d
ndary met abolites with -bacteudalborm,antityv
stance, imegacliannuigd modunmainier g1 pndpanti e:
2002, Kaul et al. 2012, Pat il et al. 2016
2020). These compounds constitute a vast
e phar madewnt i(cPaalt iilrareet aadl . 2DAB9) Uz m

Endophytes, with their remarkabl e adaptabil

and

pat hogenic, and may shift between these r

interactions (Sturz et alet 2a0l0.0,2 ONle7w, s4hBahmiUnejtduera |

spec
to p
Wang
host
Rodr
expe
tiss
comb
host
Neot

i fic environmental or physiological stres
at hogens or saprobes (Fi siHed && Goet-rail wie sl @
e0t2 48 1.. AZ s apr oddeesa, d tohre yd edceacyoimmpgo sor gani c
tissue senescence, thereby recycling nut
iguez et alen®OPMByt.esComavyeraskdpyt a pat hoge
riences stress, such as nutrient deficien
ues and potentially cause disease symptorm
i nation of environmentmd dgem@tgiec si mner & ©tm
and the endophyte (Photita et al. 2004,
yp@paeicums typically maintain a mutuali st

har mf ul under stressful conditions (Yao & L

endo
ecol
| n

phytes to alternative bet ween adcecnuepfyi cdiav e
ogi cal niches and respond dynamically to
recent years, the diversity of endophyt.]i

a major focus of research; numer oeudsr csmh uvda reis o

me d i
Hus s
for
Anc
i de

I
as
The
and
bec
frie
i s sfu

cinal species (Huang et al. 2008, de Siqu
ein eAs al nod®A4)t.ype of miacfrfodri alniregs® uo |
the discovery of new bioactive compounds
eeva eThradu-d b2p0i2m )st udi es of pl ant endoph
tifyi-bgctherwi adntdgent s resfisesttainte bagaiemns @
able natur adt upmmoduecomptosanidsolmsdaaces sc magl | er
he scarcity of medicinal opl aheseepbantes (:
efore, harnessing the symbiotic relations
screening st ryaiacst itvheatc opnrpooduuncdes hfirgohm a b ur
me an i mportant strategy for developing |
ndl vy, and highly effective. This approach
el iomi ted medicinal pl ant resources.
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Dicranioptemeé sof t he melkdn cvard Isfyogrinmptosctaant pthenr
properties (Li et al. 2006, 2007, Zakaria et
bel othogst heGlfeaintiheynicaocneparel s e Yaln2g septexatbtwii @12\ )
di stributed in troparcaundantfitzd awdrlogpatal 204@8i c
Yang et Dalc.r a2nloplt)e.nm esg hstt atnd |, erha gpthd oyl i, a exd 58 @ me |

adaptabl &€s enwifrtgggmoneants pamtdaneousl y. 1t serves
soi l and aopgpihay s banaeat ai hnng soiDi carmachowdteé It bqg u
active compounds such as flavonoids, terpenes

which exhibit various phar-onaichd etg,incaitaia @bt v at
anitmf | ammaHloVY,y,amdhtanal gesic propeateesal Li2@e®0

Chen et al. 2014, Kale 2015, Aboshoufa et al
Dicrandpt elsi ssi gni fi cant t h & d ia juiesoethda Ic Ip yvlmhaiteé ar
circuyl esttiogpn bl ieretdehrergad!l, clpbea@amot e di uresi s, and
2007, Zakaria et alAlt2h@a@ghe 8 0 0 8Riscraa nethp2tOetsse)s.
primarily on its ecolrogpiecdli essnd spahuar mac wlnhogits
remain (IKimisctcédder & Liu 2014, Kirschner & Wang
al . a20@MBen et al . 2024) .

Gui zhou Province, | ocated in the southeast
YunnGuni zhou Pl atdau,sriicheshereni ons( Wan gCh& n\Wa nf
2001, 2003). The province experiences a warm
the same season, typical of a subtropical h un
and climatic conditi obDiscrpambmiteg ifselren mao otwt b u
Gui zhou. A total of 429 species of medicinal
been reported in the province. Additionally,
di sceadvdrn karst microhabitats, such as caves,
2019a) . Endophytic fungi associated with medi

evolved a distinct secondamy coemmaboleinei neh we
t hrougtherl@wogd uti on with their hosts (Tamietr a

to this study, no systematic investigations h
associated fwartrhs mendi Quinzahou Province, China
This study aims to systematically investiga
medi ci nwil t gfaeratnisc,ul ar f oc DI comntolplt . ega,Bpledi izesanof
anib. pedahach are widely distributed in Guiz
potential for producing novel structural comp
i nvestigate the diversit yDiocfr aenrodna gy tsiha uf P giv
t o desclr isbpee cnioevse, wi th il lustrations and comp:
of endophytic fungi for further screening of

MATERI ALS AND METHODS

Sample collection

Fresh healthy plant tissues sDbhtkrasobéeaves,
D. | i, nemrdipsavetatea col | ected from Gui zhou Provin
such as dat e, |l ocality, and host were noted (
bags and taken to the | aboratory.ofFuaoghlecsibo
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| sol ation of fungal endophytes

Ti ssues (|l eaves, st ems, rhi zomes, and root s
sterilized to eliminate epiphytic microorgani
et hand®3 riomr (1c a. 1 min for | geawmes amd stooms;
with sterilized distilled water foi2 i mi Gcat't
min for | eaves and stems; ca. 2 min for rhizo
water thr eweouslimes Maotnetriinal s were dried on ster
cubes (ca. 3 mm in Il ength of segments) and pl
anti biegf mtc pBAicillin). Sampl estwearee iincaub@adtoe
The plates were observed daily, and mycelia f
fresh PDA to obtain pure cultures. The specim

the Cryptogams KBotmamy Amnasde milKASIprfiamad (tKEN G
Academy of Agriculture Sciences (Herb. GZAAS)
|l nstitute of Botany Culture Collection (KUNCC

Mor phol ogical study

The pure cultures were grown on PDA in a col
every five days. Culture characteristics, suc
exami ned using a st eBrLe o miMot © € ¢cMd pc@nmir (pehd2 10698 ¢
characteristics were phaelt ocgormgppohuendd unsiicnrgo sacmo pEC
fitted with an EOS 90D digital camélrx omPanon

mi croscope ( Ni kon, Japan) .al Medasauvuraecmernti st iods
conidiogenous <cel | s, coni di a, and mycel i a) w
Figures and the photo plates were processed b
DNA extraction, PCR amplification, and sequen

Fresh fungal mycelia were scraped with ster
Bi ospin Fungus Genomic DNA Extraction Kit ( E
protocol. The primers are summari zved ei peTdlIrar

eL of PCR mixturecesotofAt RowengT4d4@. BCR Masdtoer M
use solution, eli nTcaqu dDNAg POo.¢rty nENrTaPssaédli x3 QO e each
dGTP, dTTP)-HCR2O0OpmHM8TRBIi,s 130 OmMInMgKAd12, st alkhL | i zer
of eachelp rDiNme 1t ,e milp ELa tnheu cél medaes9ewd t er . PCR ampl i fi
on 1% agarose electrophoresis gels stained wi
and sequéantbde wiame primers at TsingKe Biologi

Tabllenflor mati on on | oci and primers used in tF
Loci E;Ii':;er Sequences of primers (53 6 ) References
ITS ITS5 ggAAGTA GTCGTAACAA White et al.(1990)
ITS4 TCCTCCGCTTATTGATATGC
LSU  LROR ACCCG TGAACTTAAGC 2253;(')3)’3 and Hester
LR5 TCCTGAGGGAAACTTCG
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Primer

Loci pairs Sequences of primers (53 0 ) References
rpb2 fRPB25F CAYGAYMGWGATCAYTTYG Liu et al. (1999)
fRPB27cR CCCATRGCTTGYTTRCCCAT
act ACT-512F ATGTGCAAGGCCGGTTTCGC azrgg)”e & Kohn
ACT-783R TACGAGTCCTTCTGGCCCAT
a kU1 Alt-for ATGCAGTTCACCACCATCGC Hong et a
Alt-rev ACGAGGGTGAYGTAGGCGTC
TGGGGCAAGGATGCTTGGAA Carbone & Kohn
chsl CHS79F GAAG (1999)
TGGAAGAACCATCTGTGAGA
CHS345R GTTG
tub2 BT2a GGTAACCAAATCGGTGCTGCT Glass & Donaldson
TT (1995)
ACCCTCAGTGTAGTGACCCTT
Bt2b GGC

his3 CYLH3F
H3-1b

kU EFL728F
986R
EF2
EF1
983F

2218R

gapdh  GpdXLM
Gpd2LM
GDF1

GDR1

GDP-1
GDP-2

AGGTCCACTGGTGGCAAG Crous et al. (2004)
GCGGGCGAGCTGGATGTCCTT
Carbone & Kohn

CATCGAGAAGTTCGAGAAGG (1999)
TACTTGAAGGAACCCTTAC

O6Donnel |
GGARGTACCAGTSATCATG (2010)
ATGGGTAAGGARGACAAGAC
GCYCCYGGHCAYCGTGAYTT Rehner (2001)
YAT
ATGACACCRACRGCRACRGTY
TG
ﬁ; TGGCCGCATCGTCTTCCGC Myllys et al. (2002)
CCCACTCGTTGTCGTACCA
GCCGTCAACGACCCCTTCATT Templeton et al.
GA (1992)
GGGTGGAGTCGTACTTGAGC
ATGT
CAACGGCTTCGGTCGCATTG Ber bee et
GCCAAGCAGTTGGTTGTGC

*Abbrevi aitlinaresr:nall TSSranstkhabgegae Splacrirt r LBRAO s on
e || sdtbhonalkilisd estnas afmyaielior al
Chitin styurbted sid ul ihndsge se;p @Bt ransl ati on
al phagameidrE ;ycer a3lpdheolsypydheat e dehydrogenas

RNA pol ymer as

Phyl ogenetic
Unassembl ed

Anal yses
sequences were checked i

e

n
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(Al'tschul et al. 1997) in GenBank yielded the

the reference sequences came from earlier pub
in the MAFFT v7.307 online demanoal ([ Kavehi f&i e
vl.-bleédt alk (Larsson 2014). The concatenation o
(Vaidya et al. 2011). The interleaved NEXUS f |
using Al i-bveteavklg §(oclad®2014) . Phyl ogenetic analys
|l i keli hood (ML) and Bayesian inference (Bl) a

The Akai ke information criterion (AI C), as
was used to determine the best evolution mode
in raxml GUI 2.0 (Edler et al . 12021 )uswintgh tRAex N
bootstrap setting and the GTRGAMMAI (viz., GT
bootstrap replicates. Bayesian analysis was p

mod el of evol ution enatsesetst2 . matedylbandwrrMoal0 0 4
(Rannala & Yang 1996) were performed by Mark
MrBayes v. 3.1.2. Six simultaneous Mar kov Cha
sampled éyengr 40i06&n (resulting in 100,000 tre
bu4+m phase of the analyses wer eéudinsocmagr)ddd eaersd
for calculating posterior probabileit iPhg | 0BgRN:e
were drawn with FigTree v1.4.3 (Rambaut 2017)

RESULTS
The praxsaented bel ow are arr ang%sd ealipehsa b edtiisct
in 34 gener a, 16 families, 18 order s, and f

classification follows-lithe Daxai lydé €ungli . a
were i dentified f ovlildoewdi rogy tJheee wgouni e IHiyfd2e@ 2 a0y, 6
Jayawardena et al. (2021), and Maharachchi kum

As c omyCav t&dm.
Pezi zomy.cb.t ibhrai kss. & K. Wi nka
Dot hi ded®mycettes kss & Wi nka

BotryospG.aler i @adreesch, Crous & Shoemaker
Botryospwaaseriinatlreosduced by SchodBhtety oaslp.h a(e2rOi0.
The order curr ent |Ayp |coosnpporyBesl € sayceesagehMeal nai nhocpesaaec e ¢
Phyl | os,tPil @atha cd¢ a @ meéShatt & heaa.ea t Tahceesaee f a Rsiul pipeosr t a&rde
phyl ogenetic analysis and divergence time est

Botryosphlaheeriisasc.ea& Sy d.
Botryosphvaesr iiancteraceduced by Theissen & Sydow

endophytes, pat hogens, and saprobes associat
distribution (Liu et al. 2012, BBhr ybephaet i at
|l ong been complex until the molecul ar data we
mol ecul ar data (Crous et al. 2006, Sl i pmers
Phillips et admpr2eOheén s iBwd es/towe pywaseslr ipa oevaaed by
et al . (2019) and accepted 22 genera based on

estimates of this family are also provided. I
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accouBotsr wodsplhaerPieaceede al . (2024) .

Neof usirocucsuum Sl i ppers & A.J. L. Phillips

Neof usiwaosc ceusnt abl i shed by NCr opuasrsveutmhal t yp20a@
Members of this genus are recognized as endorg
wi de range of hosts, including plants of agr.i
(Lazzizera et al. 2008, BEbdohbahzetdeh et al

the speci dleotoscweapstc choais ed sol ely on morphol ogi
some specigecwkbyei drobirfied due to the mini

advancements i n molH eccwlsarDNAe cshengiugewnecs ,n gmuwlotnmib i r
traits has become ess&rbif als isfgpomercdaessc,u rlaetaed iyn gd etl
of many new species (Jayawardena et al . 2018,
Currently, 71 species are |listed in the I nde>

sequence dat a.

NeofusicoccumM. s$i.cXwakeCsd . Yang, i n Xu, Wang,

Yang, Frontiers in Microbiology 13(no.Fil§gl165b4
| ndex FumB@drowm:;, IFR c e skoR 16289 g i number :
Endopihytt keDisdrean ofgt.Sexsapedatr ah: Not obser:

Col ooneMEA flat to slightly raised, reddi sh [

Mycellii®mh wi de, superficial and i mmersed comp
brown, verrwabtsedamg pthlmieck constricted at t he
covered by a brown to GhaAf&ampdodblpidOd €8mief=at t h
14 mnE289ylindrical to ellipsoidal, rounded a
young, becomer @dwawm kwlyereymathur e, septat e, const
angdmooth wall ed.

Cul ture ch&rod otne reiss toinc sMEA reaching 6@ mm d
colonies circular, margin wavy, flat, vel vety
colony from above: brown to dark brown; rever

Mat eri ali Gxiama,ne@ui zhou Province, Ceheng Col

Mi ao Autonomous Coubitgr arfapmptme rtih8e Ibatdeath ad2f0 2 2,
(NS122GZAAS0330 1 iving cu0O51u4r. (GZCC 25

GenBank infuTnBberPsVL BB 70Y¥221998.

Notielsn our phyl ogenetic analysis (Fi0Op.143) ,
clustered wiNé&oftwoi sdaaunbdsGadlh@ a282n aed Sil CAUC
0099). We did not observe any sexual and asex
nucl eoti det bbf sé Jbemncned dat a of our new Nsol at
Sichudgdbeé CAVDD 9232 and SDCAVLEC ZThAus, based on p

we identifiedN.ousi mbNwaoddinssaec n ma s,i cphauraanseintsiec o n
t wi glJsugolfanwag eigntar oduced Quy Xewet sall at@20232)a.n
from t hei et @mo pf;ertihsusp,edwaet ar eport our nebv. i sol
pedat a

Phyl |l osErctaceae

Phyl |l ostwast pcoep®sed by Fri eBhy(ll84sPH)ubtt@agqaea
Schoch et al Phyl2l0dfB)d tcpthaacs pti(Betr i pnoe gl akcasiead eas
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phyl ogenetic analysis, a classification that
Wi kee et aalrede20h2xd t he genus and showed t
Botryosphadedrhieayc etateer eR oy lel orsdisowcrtaaeccetaiimy d d s t i C
Subsequent | yPseasdmodwsgwascsxaudded to the family
Currently, only the two genera are accepted i
2023a, Pem et al. 2024).

Phyl | @ersct a

Phyl | ost Bp-eaclkesgenus with more than 3000 ep
www. i ndexfungorum. or g, accessed on 24 Octobe
1818pP. we o mvaasl Itahrei atey pe species. The pl acement
ntil W kee, ewvhalPRrylROdlsBttids hawed t hat the genu
BotryosphaehuackRhel faswdsgtranesearer ect ddc ytld josad ol
this has beanemacstptedsbySlippers et al. 201.
2023RNHy !l | oissti characterized by pycni di al coni
surrounded with a mucoid | ayer and beasrpionrge da ¢
clavate to broadly ellipsoid asci, 187Y®8, elvlainp g
Aa & Vanev 2002, Wikee et al. 201PhylPestiecu a
based on morphology aetd &albst2@%sso0cbat &orCa (| Wi2l
Phyl | sopteicdteas exhi bit only minor mor phol ogi cea
di scernible host sel ecti vsipteyc.i fTihceirteyf oarned, mmoerl pyt
dentification is inaccuratentit Wéaresetpal ypha:
concept s, i-ghecn eu dp Myl orgudnteti ¢ and barmpbdl 6girca
t axonomphylolf osspteicciteas , whi ch have singtniiffiiccaatnitolr
Phyl |l epeccea.PRwulrlreesttdyy aded i ntovePzx capediad ®
P. condentcmReaocwaam i anhg d@®m e a(cWwainngi iet al . 2023ec¢
this genus are mostly plant pathogens and end
di stribution (Glienke et al. 2011, Rashmi et
2022, Gom2i®22) etl Pl t ltiap wdatal a ys,0il Bai tcerda nforpa md i Be
reported it as Dacmeaew.olpasetrisecord for

c N

PhyllostictHanoapi H@B8Idevil gii € 1908) [ 1909] Fig.3

| ndex FungdBr3wm:; IFRA c e sFoRF 6888 g i number :

Endopihytt ke Diaeaweno pdf€oi soapeBBAafl at to slig
brown in the middle, dark brown in tkegcenlairgmn
superficial and i mmer sed6cchmwosed oOf osvept at da
smooth amd|tehli iy phae, sliglEhlamygdiisép dlbse)sield 7at
11.nmboffs 10. 4mmh= 9204 ,¢ gl obose to subglobose or i
s moaevtahh | ed.

Culture cH&Lrodotne reiss toincsPDA reaching 55, mm d

colonies circular, velvety appearance with gr
rai sed, ' ight brown in the middle, dark brown
colony from above: reglet ser odar kobdawk boowha

Mat eri al T €hgma@Gwridzhou Province, Ceheng Coul
Gui zhou Buyi and Miao Aut onDointoruasn o@a errtl ¥, M@emdar
2022, J. Y. T&44CGZAA SIOBP1126 | i vingiob0L)yuyr éro@®ZC€CGe
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oD. Il i,nd&r  Madclk. 2(M8AMEICZAASO0BR21), | ivingi cult

0509); frbom pedheéamMablchk. 2B8AWYIGZAAS05359) , I i v
cul ture T108@TYX; 26r oDn al i,sntekabn i & rdc. hy . 2, (ISR 6l
GZAAS0B820), |livingio6dwiBt)ure (GzZzCC 25

GenBank imGZnhCg02501: | TS: PV1387ARIPVUIUARHV 13
Pv18808&ZAQC5a28: | TS: PV138 7t38t P WISIU:d @RVP1\3188583088, 5
GZCCi0Xn50 7 : | TS: PV138 7t38 P VLIS/U7:d @R2VPL\B188H80B AC 2 5
0508: | TS: PV138 7t3a60,P VLITW:d @BBW1V3183588098, 6

Notielsn shudy, four strains were 1isolated f
Dicranspperiphyl ogenetic analysis showapitlhaate
(Fig. 4). We did not observe any sexual and as:s
were observed from culture, but tahcatntdésflgmarei s o

regions are &l maatpi(itCddSretiiddda|5 1t)a Ther ef olP.e, we
capit dlasmegi son cp hafl fBigrpihteyo.st i ctias caanp i & rad cephsyi tse
pat hogen with a wide range of hosts, HaWikeg b
et al. 2013b) . However, this is Dheranosppeti m

Cl ados Adbrdiocdlleahz. & Crous

Abdol |l ahzadeh et Chhdoétmd2@hpke stgdCklaifdenimegpdy i ac
Nann., based on phylogenetic analysi s. I n t hi
al. (2020) for this order.

Cladospbdanaceace

Cl ados povraisaciemmter oduced by tKNeypeée zgleaddloBarni u
Currently, veiifglha d ogpmomeQirayra e nDav ii d ihaylsGroanpyttjiesp s i
Neocl adoRgolriiculma dfoxp ceroicl malmdep o uicwm | adespocéenptr
in the family (Wi jayawardene et al. 2022; Hyd

Cladoshonkum

Clados,poone@mof the | argest genera of demat
Persoon (Oermadt)i unm tPherv.arasn t he type speci es,
Link (1@.16herdlsRerusCl: &#ado3pericuhmar acterized by

genicul ate conidiophores, coronate conidioger
dome surrounded by a raised periclinal rim, a
Cladosgppecues are similapr éewni omos p$ o@ldagdyss pharsvreu
species primarily based on morphol ogi cal char
complex (David 1997, Heuchert et al .. 20Q %, td
mol ecul ar data availabl e, various aut hloosushav
phyl ogenetic anal yses-De€roesustebnl-GbR2D816€7 ¢ tubal
Lee et al. 20Z3pndoGwppremtnsy Cotmipl @aee,€poheobdes
an@. sphaej)ospegembmen identified.
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Fi guirNeolf usi coccuMmMGEZAARWBLANeNnsneew host record)
fromvernsdeversgeg d Col oipMyecse loinu nMEWINt he hsl haenayt dho. s pke
Scal e barsm,iiegill ¥ e@d(d nm & = 10
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100/0.97Neofusicoccum umdonicola CBS 123645

96/0.93

100/~

100/1 \

87/-]
93/0.99 ]

86/0.96

77/0.99~

o71{ TNeofusicoccum umdonicola CBS 123646

Neofusicoccum caryigenum CBS 146964
Neofusicoccum batangarum CBS 124923
Neofusicoccum batangarum CBS 124924
Neofusicoccum ribis CBS 114306
Neofusicoccum ribis CBS 115475

Neofusicoccum occulatum CBS 128008

“~{[[- Neofusicoccum occulatum MU
Neofusicoccum ,smoeucal_yptl
Neofusicoccum sinoeucalypti C

BI04 Neofusicoccum cordaticola CB
751-

E
99 ﬁNeofusicoccum cordaticola CBS

87/0.93

85

92/1

90/1 ~_[

/0.92

S1
o7/1Neofusicoccum brasiliense CMM 12
E‘Neofusmoccum brasiliense CMM 13

ﬁNeofusicoccum cryptomeriae CFCC

98/-
86/0.95

89/0.97
911

94/0.99
96/0.99

76/1

95/

90/-

771

N Neofusicoccum hyperici MUCC

T

I Neofusicoccum yunnanense C
AINeofus_lcoccum parvum ATCC

Neofusicoccum kwambonambiense
Neofusicoccum kwambonambiense
Neofusicoccum cryptomeriae CFCC 55

Neofusicoccum cryptomeriae CECC 5572
Neofusicoccum sinense CGMCC 3
Neofusicoccum sichuanense SICAUCC22

4Neofus,lcoccum sichuanense SIC
Neofusicoccum sichuanense GZCC 25-051

Neofusicoccum hyperici MUCC
Neofusicoccum yunnanense CSF

Do

Tow;

DO

=N
=5

N

(0013, 1
[e].]

AUCC22
4

/

N
1001 Neofusicoccum nonquaesitum PD
o511/ Neofusicoccum magniconidium CSF5875
Neofusicoccum magniconidium CSF587

, | TNeofusicoccum parvum CMW 90
Neofusicoccum parvum G16 CF
Neofusicoccum parvum G92 CF
Neofusicoccum parvum G91 CF
Neofusicoccum parvum G15 CF
Neofusicoccum moracearium
Neofusicoccum moracearium M

Q000
O000

Neofusicoccum hongkongense
1 u{Neofusm_occum podocarpi CBS 115
Neofusicoccum podocarpi CBS 1
mﬁVeofus:qoccum illicii CGMCC 3.1
Neofusicoccum illicii CGMCC 3.1
eofusicoccum nonquaesitum

©

Neofusicoccum ningerense CSF6028
Neofusicoccum ningerense CSF6030

=
m
-
c

6

7710.927/Neofusicoccum microconidium CER

88/0.97|

95/0.99

89/1

77/0.93
100/1

Neofusicoccum eucalyptorum CMW.
ooy Neofusicoccum lumnitzerae CMW 412
Neofusicoccum lumnitzerae CMW 41
Neofusicoccum variabile CMW 377

Neofusicoccum rapaneae CPC 32578

(] 1{;Neofusicoccum australe CMW 6837

Neofusicoccum stellenboschiana CBS 1
Neofusicoccum luteum CBS 562.92

A
-
=
=
©
o
w
A
(e)]

- Neofusicoccum grevilleae CBS 129518
Neofusicoccum hongkongensé CERECZQgg

Neofusicoccum macroclavatum CBS 118223
Neofusicoccum pennatisporum WACC::311 %17 53
Neofusicoccum microconidium CERC3498
Neofusicoccum parviconidium CSF5667
10011 'Neofusicoccum parviconidium CSF5677
9411, Neofusicoccum miyakoense MUCC 2586
Neofusicoccum miyakoense MUCC 2585
.Neofusicoccum okinawaense MUC
94/- Neofusicoccum mangiferae CBS 118531
Neofusicoccum mangiterae CBS 118532
Neofusicoccum eucalypticola CBS 115679
Neofusicoccum eucalypticola CBS 115766
94/1- Neofusicoccum eucalyptorum CBS 115791

C 789

10126
8
469

Neofusicoccum variabile CMW 33‘7239
o1/1,Neofusicoccum rapaneae CBS 145973

10864

75-

_—— Neofusicoccum cryp

10011 ,Neofusicoccum vitifusiforme CBS 1

73/-

usicoccum Vj

| iiAs]
e tifusiforme 1
91 ,,I%o};ls:,coccum ermina lae%%% 11'9.)82;3673

92/0.99|

™~
771-

911

83/0.91°
93/

N
N

10071

L f

\\\ Neofusicoccum terminaliae CBS 125264
NS Neofusicoccum ursorum CMW 23790

Neofusicoccum ursorum CMW 24480

Neofusicoccum mediterraneum CBS 1217

Neofusicoccum

Neofusicoccum hellenicum CERC1947

18
rotearum CBS 11417
Neofusicoccum viticlavatum CBS 112878
Neofusicoccum viticlavatum CBS 112977

1
80/0.98 \\
\~E| Neofusicoccum hellenicum CERC1948

Neofusicoccum pistaciae CBS 595
1

Neofusicoccum mystacidii CBS 1470

.76
79
10011 Neofusicoccum buxi CBS

LNeofusicoccum buxi CBS

1
Botryosphaeria dothidea CBS 11

0.03

Fi guirRhy2l ogram generated

from maxi

toaustrale CMW 23785
10880

6

13714
'116.75

5476

mu m

JOSN

wnaoo0aisn.

Outgroup

ridkbel i h-
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t e antdb sequence data. A total of 91 taxa wer
comprised 1875 characters after alignment. Tt
val u8061. 353437 is presented. BoohebdapMEuppq
to or greater than 70% and Bayesian posterior
above branches as ML BEdtPrPyodhlea d CiBa® dv@atsShHirded
newly obtiasmerdedtamdint aensypre in bold.

FiguirPehy3l | ostic{ &Z&AA®iSNELl,e meiws host record). a
above and bel ow. c, of FArswioimianCGd .l baopuyi deoss poornr eBD A .
Scale barm,;: @, e, = e¢BD 50

Cladosporiumaagnl osDmanna A. Sut t-Dani&s ,Gu@e m

Sutton, Wi edierdo& dGu&ramw, Persoonia 36: 289 (.
| ndex FumBdlbdr3dm:; IFRA c e sFoR 1649% g i number :
EndopihryttiteDstcemaopt.erSesx upaeld amoar ph: Not obse

My c elsiuprar fi ci al and i mmersed, composed of se
smoot h -wmaldl ¢ dh Cloynp ld e215HIB(50R x3.56 . 5 ¢E=m 3(14. 3 1 4.
n = 15), macronematous, mononemabdubose,r esept atye
frequently branching neavral iCoeh.i la De,etngrasie ncdell o
intercalary, cylindrical, |l oci crowded at the
two conidiogenous | odio,nid53dk<eliteddian(d. 9efrilnge
n=40), i n chains, subhyalinewalol eod,l ea ha mptwant, e ,s mMn
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coni di al hila, not darkened.

Culture ché@obhohikeessoncBBDA mneacfhtienrg 1553 days a
dark brown, flat, velvety to granular, with r

Materi alil @xiameaGoned hou ProCounoey, Z8eunghwagt C
and Mi ao Autonomous DGaumthy,ptferrti ™ khampd @ma @d 2 ,
(2™M2GZAAS0B323), |living0Os8u0ture GZCC 25

GenBank infuTnBb:erPsVABB RY2RB88077

Notiehyl ogenetic analysis showéd) thbadoupead W
straChadospori umCR@Qgulo®xaGumnd CBS 140692) wit
6). The nucl eoti deaagempa rrieggdman sofbelt Weeamndur
0510) C.amchguCBSuUmM40692) revealed Obp andid4dbp ¢
0510 dif@erand@goOom€urml1l1526) adgnenleTS egmnadns by O
respectively. This indicates ftfhearte @tu rfa moggowh d sswr

mol ecul ar data. Morphol ogi cald.y,a noguurl Tohseunne f ® 0 kb
identified oG.r annegw liossoumat e as

Cladospori umaarhgunamns prat hogen i solated from
introducedDéyi Saemtdoalal (2016). Subsequentl vy,
ofCamel |l i a(lsvi netmsidhist PORBS ((idmai aSip sviad Gotr yanb.i a2
foel sahdanadoor air (Bensch et al. 2018), whi
di fferent environments. Il n thicr anapgtlyes W reavp

host recor d.

Cladospori PmPhefosihiaaeA. W C. Rosado & O. L. Pel
17 (2022) Fig. 7
| ndex FumBg@drdOm:;, IFR c e sFoRF 17849 g i number :
Endopihryttite Dieaweno pdf€ekaapetctat ph: Not obser

My c e Isipuanmt s e , pluriseptate, occasionally somew
subhyaline to pal ewalri@evii drie 9283u lii5.r3. gm a4 6 h 4
I 4 Om, n = 15), solitary, macronematous, rar
erect or fleoxbobosang, ceylyinddrcabke apernuat efd |t
genicul at e, pale brown to brown, subhyaline,
t hi ckened, Copnail dei obgreonwhuesg rcaetl el ds, terminal, cyl ir
slightly attegqpanrniteu! atoe apexmemniomes swoll en at
hedd ke swollen with pronounced subdentownmn] at e

wit-f LDoci at apex, -promtiuwbd ergeemto usr | @relityh nolkieghheto
dar k Rrmenb.comatdi abGemivdEda) 1B. 2 ¢dm 4.1 Tn=2.30)0m,

numer ous, catenat e, acrogenous, el lipsoid, [ i
Culture clhi&fowmédomneérisstoinc PDA at taditBdrarwls 555 mAC
brown to dark brown, fl at, dense, felty; reve
Mat eri aliGhxianmai,neGlui zhou Province, Ceheng Co

Mi ao Autonomous Coumligrahopmeth®d MerdaEbao®d?2,

2213 (GZAIAS 135 neiwb,ir (IQ@WFAAAS088 2, new record).
GenBank hn@ambhAe3IIBB35: | TS:t &R\P1V3187679929,8 PV188076

GZAAS0382PV13Ia@PN177dORPV188078.
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100/1~80/1

94—

100/1
100/1—_7f/
81/0.99 ~

B

80/
100/0.98~

~

/

98/

109"

99/0.99~_|

P
92/-

91/0.99 )

71

~

100/1~_|

711097~

10011 ]

=Y
U _100/1

I

Ph

Ph%
ﬁ’h llostict
losticta pyroi
Phy

Phyllosticta capitalensis GZCC 25-0501
Phyllosticta capitalensis GZCC 25-0509
Phyllosticta capitalensis GZCC 25-0507
Phyllosticta capitalensis GZCC 25-0508
Phyllosticta capitalensis CBS 114751
Phyllosticta fallopiae MUCC0113
Phyllosticta capitalensis CBS 128856
Phyllosticta doitungensis MFLU 21-0175
Phyllosticta rhizophorae NCYUCC 19-0352
Phyllosticta rhizophorae NCYUCC 19-0358
Phyllosticta paracapitalensis CPC 26518
PII'__:,yIIosticta paracapitalensis CPC 26517
h}vllosticta cordylinorhila MFLUCC10-0166
Phyllosticta cordylinophila MFLUCC 12-0014
Phyllosticta aristolochiicola BRIP 53316
Phyllosticta phoenicis CBS 147091
100/1; Phyllosticta cavendishii BRIP 57384
Phyllosticta cavendishii BRIP 57383
Phyllosticta musarum BRIP 57803
Phyllosticta musarum BRIP 58028
hyllosticta maculata BRIP 46622
Phyllosticta maculata CPC 18347
100/1, Phyllosticta musaechinensis GZAAS 6-1247
Phyllosticta musaechinensis GZAAS 6-1384

'— Phyllosticta carochlae CGMCC 3.17317
Phyllosticta guangdongensis CFCC 58766
Phyllosticta guangdongensis CFCC 58772
Phyllosticta guangdongensis (:FC7C6 58144

'hyllosticta mangiferae IMI 2605

Phyllosticta pterospermi SAUCC210106
Phyllosticta pterospermi SAUCC210104

Phyllosticta ardisiicola NBRC 102261

Phyllosticta oblongifoliae SAUCC210052

Pi’)yl/oslicta oblongifoliae SAUCC210055
hyllosticta eugeniae CBS 445.82

Phyllosticta aloeicola CPC 21020

Phyllosticta aloeicola CPC 21021

Phyllosticta styracicola CGMCC 3.14989

Ph{llosticta styracicola CGMCC 3.14985

00/1, Phyllosticta partricuspidatae NBRC 9466

Phyllosticta partricuspidatae NBRC 9757
hyllosticta parthenocissi CBS 111645

Phyllosticta vitis-rotundifoliae CGMCC 3 17321
Phyllosticta saprophytica SAUCC 1516-2

Phyllosticta saprophytica SAUCC 1516-5
Phyllosticta schimae CGMCC 3.14354

/1, Phyllosticta schimicola CGMCC 3.17320
Phyllosticta schimicola CGMCC 3.17319

Phyllosticta acaciigena CPC 28295

Lph/

yllosticta beaumarisii CBS 535.87

100/ Phyllosticta brazilianiae LGMF 330

Phyllosticta brazilianiae LGMF 334
Phyllosticta mangifera-indicae MF5L$JCC 10-0029

Phyllosticta ilicis aquifoli CGMCC 3.143!
ngllosticta ilicis aquifolii CGMCC 3.14358

llosticta philoprina CBS 587.69

hyllosticta azevinhi MUCC0088
Phyllosticta leucothoicola MUCC553
losticta cornicola CBS 111639
Phyllosticta pachysandricola MUCC124
llosticta gaultheriae CBS 447.70
yllosticta neO/yyroIae CPC 21879

ae IFO 32652
yllosticta yuccae CBS 112065

hyllosticta yuccae CBS 117136

Phyllosticta rubella CBS 111635

Phyllosticta paxistimae CBS 112527

Phyllosticta sphaeropsoidea CBS 756.70
Phyllosticta minima CBS 585.84

Phyllosticta telopeae CBS 777.97
Phyllosticta hakeicola CBS 143492
Phgllosticta abieticola CBS 112067
hyllosticta ligustricola MUCC0024
Phyllosticta cryptomeriae KACC 48643
Phyllosticta cryptomeriae MUCC0028
Ph}{/(l]%sticia foliorum CBS 447.68

Phyllosticta cruenta CBS 858.71
Phyllosticta cruenta MUCC0206

Phyllosticta illicii 24-1-1
Phyllosticta illicii 16-16-1

Phyllosticta hubeiensis CGMCC 3.14986
Phyllosticta hubeiensis CGMCC 3.14987
Phyllosticta podocarpicola CBS 728.79
Phyllosticta hamamelidis MUCC149
Phyllosticta vaccinii LC 2795

100/1
100/ Phyllosticta vaccinii ATCC 46255
If;jmﬂlosticta vacciniicola CIP% 1B 8851938899
losticta mimusopisicola
—(:phyﬁ' B

osticta rhodorae CBS 901.69
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100 , Phyllosticta vitis-rotundifoliae CGMCC 3.17322

P. cruenta species complex
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Phyllosticta anhuiensis CFCC 58849
99/1] Phyllosticta anhuiensis CFCC 54840

Phgllostlcla anhuiensis CFCC 55887

Phyllosticta kerriae MAFF 240047
Phyllosticta concentrica CBS 937.70
Phyllosticta concentrica CPC 18842
100/1 | Phyllosticta fujianensis SAUCC 1366-3

1 Phyllosticta fujianensis SAUCC 1366-5

zBsg 41 00098

94/1

100/1
100/1
99/1

A\ Phyllosticta citribraziliensis g
Phyllosticta ericarum CBS 13.
Phyllosticta gwangjuensis CNUFC NJ1-12-1
Phyllosticta gwangjuensis CNUFC NJ1-12
Phyllosticta aucubae—jagonicae MAFF 236703
| Phyllosticta spinarum CBS 292.90
Phyllosticta pilospora MUCC 2912a
Phyllosticta gardeniicola MUCC0117
Phyllosticta gardeniicola MUCC0089
Phyllosticta ophiopogonis KACC 47754

Phyllosticta ophiopogonis LrLF11

llosticta citrichi is ZJUCC

1, Phy! citr - .
2 Ph);llostic!a citrichinensis ZJUCC 2010150 P. concentrica species complex
Phyllosticta hypoglossi CBS 434.92

99/1

91/1 Phyllosticta hypoglossi CBS 101.72
10013 Phyllosticta iridigena CBS 143410
4/0.99 {s}! Phyllosticta cussonia CPC 14873

Phyllosticta cussonia CPC 14875
hyllosticta elongata CBS 126.22
Phyllosticta aspidistricola NBRC 102244
Phyllosticta kobus MUCC0049
Phyllosticta hostae CGMCC 3 14356
P Phgllosticta hostae CGMCC 3.14355
96/H— Phyllosticta speewahensis BRIP 58044
Phyllosticta turpiniae SAUCC2864-5
Phyllosticta bifrenariae CBS 128855
Phyllosticta bifrenariae CPC 17467
1, Phyllosticta catimbauensis URM 7674

F 76
ol
99/1, Phyllosticta paracitricarpa ZJUCC 200933
100/1! Phyllosticta paracitricarpa CPC 27169
Phyllosticta citricarpa CBS 127454
43, Phyllosticta citriasiana CBS 120487
§ | Phyllosticta citriasiana CBS 120486
> Phyllosticta citrimaxima MFLUCC 10-0137
100/1 Phyllosticta hymenocallidicola CBS 131309
f1 Phyllosticta hymenocallidicola CPC 19331
Phyllosticta westeae BRIP 72390c
Phyllosticta podocarpi CBS 111647
Phyllosticta podocarpi CBS 111646
Phyllo;t'l;ctﬁ hagahagaensiz CBS 1 6‘3%91244593
yllosticta austroafricana i z
oo Phyllosticta carissicola CPC 25665 P. owaniana species complex
Phyliosticta pseudotsugae CBS 111649
100/1Ly Phyllosticta owaniana CBS 776.97
Phyllosticta owaniana VC‘Z’PC 14901
haeria ob

— Bolg P Ci 823,
L—— Botryosphaeria stevensii CBS 11255

100/1

8711

100/1

5 Outgroup

Fi guirGomti nued

NotieGur phyl ogenetic analysis( GhAANB®DB2LFHh atn dt
GZAASI0BB82) gr €Cupdecinwictkah ii ndependent <c¢cl ade, b L
C. behescmed separ atWe ccloantpeasr e(dFitgh.e 61u.cl eot i de
i sol @QZ AASIBIaTN@ZAASIOBB2 wit ht ytphee seExr abah @O AD |
2263) . The results showed that GZheA Si0BIHagsk qu e
GZAASI0OBB2di f fGr bfero8MADI 226 3) by 0 and 3 bp,
sequenc66ZAABAZEBBIEZARD DHI2 ffeC. fThaMBOAD I 226 3)
2 bp and 3 bp, respétiteyedryceAMaBa8mb &l Ii Wentth
t €. beph€OADI 226 Y AAROBBGhows 3 bp dCff éeereescaéat
( COAD 22%BgacltT&redlsequences of our two new st
differ€éntbém@M®@@hbi2263), which strongd.y bseungsgcehsi
Il n addition, the morphology of oQ.r he(ws adstical aett
al . 2022). Thus, we (Cdebtenswhiidciho uwa sn eiwn tirsood uact
(2022) and coll ect &d| onemnhiea afgrnopny | Breaaazvi@ls. oTfh i s
geographictheespedi e reported fromDCbraapptsec
pedat a

Cladosporium chl &mWd o Prareiifrar ManRkR. W. Barreto,
Systematics and Evolution 14: 22 (2023Fig. 8
|l ndex Fungor um: | F 85Po¥k5%7850 Facesoffungi num
Endopihyttte Dscemanopt. erSiex uampIlmor ph: Not obse
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My celsiupmr fi cial and i mmersed, composesdmodt s ep
wal | ed. ChoynpihdaiedBH ® r @< of= 72. 7 min=3.53 , ¢ mononema

macr onematous, solitarysnoduéotset osemeghmeyg &I
upper most apex, unbranched or occasionally bl
brown, smooth, somertliymensa lsjobnmde wohra €\ & rir it uecaywle o @ .S
terminal and intercal ary, | oci crowdedi2at t
coni diogenous | oci formed at about the same

sympodi al @oonl3i4.a5(a%)id3em,®= 3.8 m,n=2.335)s, solita
short unbranched chains, sdahbladmchtadeptsdtiag,htdo
constricted at the septhbar,owml e to pale medi um

Culture clhi&fowédomneérisstoincsPDA attainingt 455 mAC,
dark brown to greyish brown, velvety, furrowe

Materi aliCGhxiagnaGmiedhou Province, Zhengfeng Co
and Miao Autonomous DCocumanhyppt,Brlomm Maredriah 263 2 ,
(1BME*GZAAS0B3DH9) .

GenBank inuTnBbie rPsVil BBHBWNT 7dO14PV188075

Figui€l &dospori umGahAg®I5R228Bymnew host record) .
obseanrdalver seCol onife sCoonn dWPo(ohdoirceisogegnous cel |
jTlo Coni di a.if Seenb Bog b=amr5s : d
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Notie€Cd adospori um c hlwansy droescpeonrtilfyorimmatnrsoduc e d
it was i sol aHemi loeai aarneda $ltnheiCtauf dbse ao ffa roanb iIKeany a. Ou
i sol ate (0GADARAS i35 phyl ogC n ecthilcaanhyl dyoveipeolrai tf ébdr %t ad |
1.00 BYPP support (Fig. 6). MoCphohlogmyedadd yor i

in having macronematous, solitary conidiophor
i ntegrated, tiecrani ncadn i dsiucbg®ynloionsdrcal | shei apeA,
brown to bwawn.edsmowmntidi a which are in acropeil
2024) . Thus, based on phylogenetic antal gdi ®ul
new I sGl atkel amy doasmpdrridmpmarmaends it as a new host

Di cranoptiemr iGhiamg.l a

CladosporiY.nm.puymingae Yong Wang bi s, i n Yang e
(2023)
| ndex Fum@dOrium:;, IFR c e sFofF If7&8h g i number :
Endopihytt keDisdrean ot Sexsapedatr ah: Not obser:

My c elsiugppmr yci al and i mmer sed, hyphae branched
brown, smowhahlCodaddi BEhd2 et 204 (93. 9 M=318)0Om
macr onematous, mononemat ous, solitary, ari si
ascending and erect hyphae, erect, straight
genicul ate toward the apex,amdreultat emeari um rbuw
Conidi ogdgreaus ncdl loxr i ntercalary, cylindrical,,
pronounced scars, beari €£gn u2diisa d i2lo5buP e o(ni2d i Cony,
n=40), forming chains, ovoiitded eatl itphseo ibda,s er, o usnoc

and refractive coni di albrhoiwna , ssmobohtyha |ltion emitnou ty
irregul aal yedough

Culture cli&fowmédomne riss toinc PDAliraemeedteirnga f3 @y mm 5
greyish brown with abundant and dense aeri al
Reverse dark brown to bl ack.

Material examined C h i, Guzhou Province, Ceheng County, Southwest Guizhou Buyi, and
Miao Autonomous County, from the stems@itranopteris pedatal7 March 2022, J.YZhang,
(1792=GZ A ASi0 B B Iwing culture GZCC 2B60503. Zhengfen@ounty, Southwest Guizhou
Buyi, and Miao Autonomous County, from leavedofpedata 17 March 2022, J.YZhang, (18D
2=GZAAS 25 0508), living culture GZCC 29504.

GenBank number$ GZCC 250503 | TS: Pt\V&1f3FB\618797,8 6 6 ,PV 18807 3
GZCC250504 | TS: RWHEPYATTHOBPV1I88074.

NotieGsur t wo n@ZAEC 25t0503ai n@EZCC(250509 gr ouped-t wpeh t
straClnaddspor i (UGBUPQ NdIc2a%el. 5) in the phyl ogene
sequences GICCRUOG03m n@zZ@GC2%68504 wer e i denC€Cicplnit oa:
(GucCcC 21267.1), with only 1 bGZCCa28@044ntdp GULCCT ¢
21271.5, GZ@A@256503raanidn GUCC 212&da.nd,etldend heegi o]
respectivel y. Mor phol ogically, GUuUCC 21267.1
conidiophores, conidiogenous c€l | pu(Yaaorde! ceotn i ¢
2023a). Therefore, we report Coumpumdweasbnapher
pedat a
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97/1
85/0494\

81 /0.9\
84/0.9

97/

91/0.99
85/0.98

98/1
88/1
92/0.99

100/1

88(0.98

99/1

99/1

92/1

97/1
\mg

95/1

Cladosporium bambusicola COAD 2562

99/1 5/186/0.99 Cladosporium bambusicola COAD 2256
_Ii Cladosporium ribis COAD 2550

87/0.99,
86/0.97. Cladosporium ribis GUCC 21244 1
il M_[Cladosporium guizhouense GUCC 401 7
00/ Cladosporium guizhouense GUCC 401 8
\ Cladosporium anthropophilum CPC 11122
95/ N Cladosporium compactisporum AUMC 11366
97/ Cladosporium devikae BRIP 72278a
74/- Cladosporium anthropophilum CBS 117483
89/0.98. Cladosporium anthropophilum CBS 140685
99/1

Cladosporium puris COAD 2566
N Cladosporium puris COAD 2487
9/ NI— Cladosporium wenganense GUCC 21220 1
S Cladosporium pernambucoense URM 8390
Cladosporium pernambucoense URM 8391
9711 MU, Cladosporium setoides COAD 2576
Cladosporium setoides COAD 3470

T‘:C/adosporium brigadeirensis COAD 2257

96/h_ 84/ Cladosporium chlamydosporiformans COAD 2568
1 /17100t Cladosporium chlamydosporiformans COAD 2571 .
02/0.99 Cladosporium chlamydosporiformans GZAAS 25-0509
’ N Cladosporium eucommiae GUCC 401 1

Cladosporium eucommiae GUCC 401 9
Cladosporium cladosporioides CBS 112388
100/1 Cladosporium cladosporioides CBS 113738

8 03]1,Cladosporium proteacearum BRIP 72301a
Cladosporium yunnanense KUN HKAS 121704
4/0N Cladosporium cucumerinum CBS 171 52
Cladosporium cucumerinum CBS 173 54

Zi5

N Cladosporium subuliforme CBS 126500
Cladosporium subuliforme UTHSC DI 13 214
99/1,Cladosporium angustisporum CBS 125983
N Cladosporium angustisporum UTHSC DI 13 240
Cladosporium vignae CBS 121 25
75/0:[8[‘ Cladosporium benschii COAD 2263

89/1[! Cladosporium benschii COAD 2265
94/4_ [81/0-99 L Cladosporium benschii GZAAS 25-0515
Cladosporium benschii GZAAS 25-0532
92/0.99] Cladosporium pseudotenuissimum COAD 2558
Cladosporium tenuissimum UTHSC DI 13 258
99/1 Cladosporium tenuissimum CBS 125995
Cladosporium pseudotenuissimum COAD 2266
100/1, Cladosporium colocasiae CBS 119542
lCladospon’um colocasiae CBS 386 64
L_LCIadosporium oxysporum CBS 125991
Cladosporium oxysporum CBS 126351
L— Cladosporium passifloricola COAD 2140
9 L Cladosporium pruni-salicina GUCC 21206 1
Cladosporium pruni-salicina GUCC 21266 1
Cladosporium congjiangense GUCC 21208 3
Cladosporium congjiangense GUCC 21208 5
Cladosporium kaiyangense GUCC 21265 2

904 gm[ Cladosporium camelliae YCW410
Cladosporium camelliae YCW55

Cladosporium macadamiae 200-1
Cladosporium macadamiae 200-2
82/0.9: Cladosporium macadamiae BRIP 72269a
Cladosporium macadamiae BRIP 72287a
Cladosporium crousii CBS 140686
Cladosporium polonicum Th Ig 2334
Cladosporium pseudochalastosporoides CBS 125993
Cladosporium cavernicola URM 8389
Cladosporium funiculosum CBS 122128
Cladosporium funiculosum CBS 122129
 Cladosporium uredinicola CPC 5390

79,4 Cladosporium uwebraunianum CBS 143365
Cladosporium uwebraunianum DTO 305 H9
Cladosporium australiense CBS 125984
Cladosporium phaenocomae CBS 128769
Cladosporium needhamense CBS 143359
Cladosporium verrucocladosporioides CBS 126363
Cladosporium gamsianum CBS 125989

96/1— Cladosporium nayongense GUCC 21260 3
;g}?2§ Cladosporium xylophilum CBS 125997

/

96/1~_ 981]

88/0.99

~

Cladosporium neapolitanum MgPo1
Cladosporium rectoides CBS 125994
91/1; Cladosporium acalyphae CBS 125982
Cladosporium neerlandicum CBS 143360
Cladosporium montecillanum CBS 140486
Cladosporium montecillanum CPC 15605
Cladosporium sinuatum CGMCC 3 18096
Cladosporium sinuatum CGMCC 3 18097
Cladosporium coprophilum FMR 16101
Cladosporium neopsychrotolerans CGMCC 3 18031
Cladosporium inversicolor CBS 143 65
Cladosporium inversicolor CBS 401 80
76 Cladosporiumladosporium westerdijkiae CBS 113746
Cladosporium westerdijkiae CPC 10150
L— Cladosporium silenes CBS 109082
\ N Cladosporium delicatulum CBS 126342
> Cladosporium delicatulum CBS 126344

100/ Cladosporium passiflorae COAD 2135

Cladosporium passiflorae COAD 2136
Cladosporium vicinum CBS 143366
Cladosporium vicinum CBS 306 84
\— Cladosporium europaeum CBS 116744
b/1 Cladosporium lycoperdinum CBS 126347
Cladosporium lycoperdinum CBS 574 78C

81/-

84/0.98 Cladosporium austroafricanum CBS 140481
Jmu_r_cm)sporium pini-ponderosae CBS 124456
Cladosporium chubutense CBS 124457

971 Cladosporium myrtacearum CBS 126350

Cladosporium ruguloflabelliforme CBS 140494
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FiguirRPhyl ogram generated from maxi mum laicktel i h
andélsequence dat a. A total of 188 taxa were
comprised 1028 characters after alignment. Tt
val u-29®32. 181468 is presented. Bloltishoag GSMp)p
to or greater than 70% and Bayesian posterior
above branches as ML BES!I RBosphbhei tnCBe viERdalr6wid o t
CBS 300.49). The newl y eadbtaamidnddl|l dt rai ns ar e

%l— Cladosporium ﬂa[éelliforme CBS 126345

ladosporium flavovirens CBS 140462
Cladosporium asperulatum CBS 126339
Cladosporium asperulatum CBS 126340
Cladosporium armandiae MST FP3503
Cladosporium caprifimosum FMR 16532
Cladosporium angustiterminale CBS 140480
Cladosporium lentulum FMR 16288
Cladosporium parapenidielloides CBS 140487
Cladosporium longicatenatum CBS 140485
Cladosporium exasperatum CBS 125986
Cladosporium chalastosporoides CBS 125985
Cladosporium hillianum CBS 125988
Cladosporium pseudochalastosporoides CBS 140490
Cladosporium scabrellum CBS 126358
Cladosporium hemileiicola COAD 2567
Cladosporium hemileiicola COAD 3350
Cladosporium grevilleae CBS 114271
Cladosporium phyllactiniicola CBS 126353
Cladosporium phyllactiniicola CBS 126355
Cladosporium licheniphilum CBS 125990
Cladosporium phyllophilum CBS 125992
Cladosporium phyllophilum CPC 13873
Cladosporium ipereniae CBS 140483
Cladosporium ipereniae CPC 16855
Cladosporium globisporum CBS 812 96
Cladosporium alboflavescens CBS 140690
Cladosporium fuscoviride FMR 16385
Cladosporium iranicum CBS 126346
Cladosporium exile CBS 125987
Cladosporium paracladosporioides CBS 171 54
Cladosporium varians CBS 126362
Cladosporium tianshanense CGMCC 3 18033
Cladosporium tianshanense CGMCC 3 18034
Cladosporium angulosum CBS 140692
Cladosporium angulosum CPC 11526
Cladosporium angulosum GZCC 25-0510
Cladosporium xanthochromaticum CBS 126364
Cladosporium xanthochromaticum CBS 140691
Cladosporium chusqueae COAD 2258
Cladosporium chusqueae COAD 2261
giw‘(mladospon'um aulonemiae COAD 2269
Cladosporium aulonemiae COAD 2270
99/1 L Cladosporium rugulovarians CBS 140495
Cladosporium punicae GZCC 25-0503
Cladosporium punicae GZCC 25-05042
Cladosporium punicae GUCC 21271 5
Cladosporium perangustum CBS 126365
Cladosporium perangustum CBS 125996
89/0.97 o711 Cladosporium aciculare CBS 140488
92/0. Cladosporium fusiforme CBS 119414
84/0.9 Cladosporium coloradense CBS 143357
i Cladosporium succulentum CBS 140466
99/1 Cladosporium velox CBS 119417
97/1 — Cladosporium sphaerospermum CBS 117728
mnu_l ECladosporium sphaerospermum CBS 193 54
Cladosporium longissimum CBS 300 96
Cladosporium parahalotolerans CBS 139585
Cladosporium parahalotolerans CPC 22336
Cladosporium parasphaerospermum AUMC 10865
Cladosporium halotolerans CBS 119416
Cladosporium halotolerans UTHSC DI 13 250
Cladosporium domesticum CBS 143358

100/1  Cladosporium dominicanum CBS 119415
96/1 Cladosporium lebrasiae CBS 138283
100/1 99/1; Cladosporium pulvericola CBS 109788

Cladosporium pulvericola CBS 143362

Cladosporium cycadicola CBS 137970
_ 100/1 —— Cladosporium penidielloides CBS 140489

L——— Cladosporium salinae CBS 119413
Cladosporium mucilaginosum COAD 2580
Cladosporium mucilaginosum COAD 2581
Cladosporium nubilum WA0000074608
Cladosporium sloanii CBS 143364
Cladosporium psychrotolerans CBS 119412
Cladosporium psychrotolerans DTO 305 G3
Cladosporium langeronii CBS 189 54
Cladosporium neolangeronii CBS 109868
Cladosporium neolangeronii CBS 797 97
_mQL‘—_CIadospon'um austrohemisphaericum CBS 140482
Cladosporium austrohemisphaericum DTO 305 E8
Cladosporium aphidis CBS 132182
10011 — Cladosporium herbarum CBS 121621
1Cladosporium herbarum CBS 300 49

70/- {/4.

91/0.99

95,
79/~

96/1
91/1

84/0.95

86/0.95\

¥

90/0.98

100/1

100/1

83/0.97|

0.05

Fi guirGoneti nued
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Figui€l &@&dospor i u(mcZbAcAnEd B2B2 ae new host and geog
Cultures on WA from aboveiharConb aliibw.Boned@ologrin
celilos ColnSicdail ae. b a&msihe &en 008i0=mb5

MuyocopMapalo&ks BHEoDmeHy&e

Muyocopwasaliemgs roduced by Mapook et al . (20
Muyocopr,ohhhoemed a di stDotchi dcel Gamykec ewsetsb i ms el y
Acrospeamiblgfes| omy Hewdlvesc oprio adie satdicrroots pferr o |

anbyfrol onbyyc estuapieersf i ci al , fl attened, carbonac:c¢
that are | onger than the asci and ellipsoidal
Hongsanan et al. (2020a) confirmedi ¢ heanaltwndiu:
di vergence ti me. Currently, the order compri s
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2020 a, Wor obi ec et al . 2020, Senwanna et a l

Figui €l 8dosporium c¢hl(aGigyAdAB pBFOI, f cmrerva nhso s t and
record) . a, b Cultures on WA frdg G@bmomivei camhdo
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above and bel ow. igc QonliodniiidepshiCaorme ssWAolg ednous cel |
Coni di ogerniou€o ok td ar.ig:Scem® @ h sm.5

Muyocoprkniceldede

Muyocoprwasaciemaieti ally introgpuacdkidmy sphtatr e la
(Spegas838ilni Hyde et al. (201 3)Doatchciedpet ognalyt diettaeas
si ngl eMugyeoncuosp rMiamp o o k et al . (20 1MUYy opropp @oshead e
accommodate this family. Hongwafaxiledgtaddi el
My col ep,tMudyiosccouise onoc hl edeomycelse Paodmgcaob,ept od
Setoap, o®@pa@wuaopalnawaneg af ami ly based on phyl og
t wo newigze.n eMuay o @ o@u aodryicsepso eelaldaed t o t he f ami
2020, Senwanna et al. 2021). We follow the | a
et al. (2024).

Ar xiRdpeandor f

Ar xiwealsl a nt rPapiecreddo rbfgr( a9 hH)p ho mik c et ®,usW ISitpaelc $
has reniform conidia with obArnxisepllelga écr oalzei d
A. dol i,AhandmaeM polrweatai ntroduced (Ruscoe 1!

Tennakoon et al. 202A, XdglTenhdak.o oh0 281)laldEtxedr@t
have been reported as asextuoalnrtuelbttiptds, samgdl!l e ha
hyaline to slightly olivaceous hyphae conidio
faintly -ceptoatr ec,d,nsiffdoioat hwhi ch are single or in
groups, usually wilthkeapippahdage sbd Palpemamom f 1
al . 201A) . c @metisydhsen reported as sexual mor p
subgl obose, gl abrous, ostiolate ascomata witt
clavate asci with an indi stsenrcitatoec,ulfaus icfhaarnmb e
lseptat e, hyaliwa, |l gdt aslsatspouegmhedt by a t hin
(Tennakoon et al. 2021).

Recent studiAes c g0 widailsitéhhaaah dnageAd.potreaf oemedi s
a monophyl et i Mu ycolcaodper,o wa bAk b @1 wr autsa er e d out si

mo n o p hAi xitgérlod uap ; our analysis obtained aA.si mi
| undit faf er s Afrrxasepleldahes by i ts conidia with a cu
while others have a straight inner side si mil

2014). Thuesnt tdfe tpHiaxespeci es needs to be cl al

Arxiell aldelYli ghandeaK. D. Hyde, D.F. Baki & X0 Z.
|l ndex FumMm®BrIHLnT:; IFRA c e sFoF 7862 g i number :

Et ymoilTohggy name refers to its ellipsoidal cor

Hol ot WPNMNHKAS 129879

Endophugt ihitome ofDicranopteris pedata Se x u a l mor ph: undet
mor pgMty:.c e Isiewpm at e, branched, hG/oan i1 dnied3idleom r levis @ e n
macronemat-maser b oema&imous, mononemat ous, solita
br own, septat-wal Ied.t di atg emoontakbilcaksltlisc , i ntegr a
intercal ar @on ibasl ai5b30anwii 6. 5 h= 430Om, solitary o
interconnected or irregular group with the me
to brown, aseptat e, often wi-wal Itewb, osro nmeotriemedsi
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and badalkehapmendages, usually with a widely
where the basal appendage joins the conidium
Culture cli@golacan eWAs tmecdss um s p,0 mime e s @ Gesn/had a itet @
ma r guithrilamentous margin, flat with thin aerial hyphae, white to brawh,a c k s pot s v i
1-2 spots.
Material examinedi China, Guizhou ProvinceSo ut h we st Buyguand Wiaou
AutonomousPrefecture, Chengheng County, isolated from the healthy rhizor®DécEnopteris
pedata 16 March 2022, J.Y. Zhang, (NS14B= KUN-HKAS 129879, holotype), epe living
culture(KUNCC 23/ 14173.
GenBank numbefsl TS: PV138681,t eB8RPMV1IPVA38578,
NotieGur phylogenetic Aanaly$ikENRBledaled3)t hqarto u
wi Ah ceA.t idoils,Ahalnadma@ iesnpdotrear neaswegsdr t ed cl ade
a distinct Alrixnsepaw dass.awhwata@ml aced outside of
Ar xigerloluap (Fig. 11). Thus, the placement of tF

Coni dA &l loif psroea deiangl e or in short chains or
and basakehappendages, which confirmsAt Reemba
HoweWer ,el |l dipsfoedeafrom the existing species
conidia. Whil Ar x bsepiedcaiae sofaroet hreerni f orm or cyl i
2023, Crous et Arxisleltal e =, |Amagnsgiitidiedaiae;r t@sr ir d is:
of both speciesasaoe@easoli i ategroconoaected or irr
interconnected, wi-t hkeapappéndaageshaswad ualolryn wi

slightly raised hilum at the base wher @a96@¢ . be
HoweWer el | ¢ ps oh@ecdi stA.ngtue isrhewla Mfirsogn subgl obos
pale to brown, and aseptAt et eaneskiipdiast len aaan trre
Therefore, Aweel hapeaumdpaci es based on phyl oge

Pl eos pLourtatires ex M. E. Barr.
Pl eos piosr attltees | ar gesbotolmidee o mWe e ftheek | colwa stsh e |
accouPnilte oosfpionrcalluedsed i n Hyde et al. (2024).

Di dy melGrauyda e, Aveskamp & Verkl ey

Di dy melwaasc eiaret r oduced by de Gruyter et al
Pl eos pwirtaH ess0 genera being accepted (Hyde et &
see Hongsanan et al. (2020b).

Parabo®rami &€&hen & L. Cai
Parabowremiatroduced by Chebi ey mall |. 8 {#®0d 53

studied genus with all species associated wi
superficial or 1 mmer sed, -sghlaopbeods ep ytcon isduibagll ocboonsi
sometimes with a shortpmhmieazlki éGdirounhy & lhiesnhea,gtesdmd
conidiogenous <cells and &ellipsoidal, hyaline
pseudotheci al ,pysulbdoglronhosoestti ol ate ascomata an
with wider upper cel |, constricted at the sep
i sol ated fR.ony undiel nfseikskPg dit r u(@ hii @amagmet al . 2017

2021), diseasedPplaamai.lciadajeiss,a asgu ceit ad,. 2017,
and a few species have been found frPomcd ahuma
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(MagBfeafas etPaalaboXxpZzldiaaze been reported in C

Net herl ands (Chen et al . 2015, JDueenfgasetetala.l .:
Currently, 11 species are accepted in thPe gen
|l ita®eaan endophyt i cD.f upnegauastGai isoH au eRIr d wiomc e, CI

Figurnédrxoell a (KIUNKASOL@28879, holotype). a, b
and belodw.nicesilomyWhebai di ogenous Sedlle ,barnsgd:
2@m, e, fem,i g,kemsz 10= 5
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Muyocopron alcornii BRIP 43897
Muyocopron coloratum CBS 720.95
Muyocopron laterale CBS 141029
100/Muyocopron dipterocarpi MFLUCC 17-1464N
Muyocopron dipterocarpi MFLUCC 14-1103
Muyocopron garethjonesii MFLU 16-2664
Muyocopron lithocarpi MFLUCC 14-1106
Muyocopron chromolaenicola MFLUCC 17-1470
10071 Muyocopron heveae MFLUCC 17-0066

Muyocopron geniculatum CBS 721.95
11 Muyocopron zamiae CBS 203.71
99 Muyocopron chromolaenae MFLUCC 17-1513

Muyocopron atromaculans MUCL 34983
100/1 ; Pseudopalawania siamensis MFLUCC 17-1476b
L Pseudopalawania siamensis MFLUCC 17-1476a

100/1__, Paramycoleptodiscus albizziae CBS 141320

Paramycoleptodiscus albizziae CPC 27552
100/1— Mycoleptodiscus suttonii CBS 141030
]_O_QUL_L_MycoIe todiscus suttonii CBS 276.72
Mycoleptodiscus terrestris CBS 231.53

93/1

97/1

75/0.91 71/- Neocochlearomyces chromolaenae BCC 68251 =
‘ 100/1 | Neocochlearomyces chromolaenae BCC 68250 <
Neocochlearomyces chromolaenae BCC 68252 e
Neomycoleptodiscus venezuelense CBS 100519 o
88/ Arxiella longispora SGSF 303 =
97/0.93} Arxiella longispora SGSF 573 2
1 Arxiella longispora SGSF 411 o
9 Arxiella terrestris CBS 268.65 S
100/1, Arxiella celtidis MFLUCC 17-2644 =
99/1 Arxiella celtidis NCYUCC 19-0215
98/1 Arxiella dolichandrae CBS 138853
L Arxiella ellipsoidea KUNCC23-14173
9 Leptodiscella brevicatenata FMR 10885
9 Leptodiscella rintelii CBS 144927
100/1 Leptodiscella chlamydospora MUCL 28859
| Leptodiscella africana CBS 400.65
= 100/1 lobosus polychromus MFLU23-0472
1001 Globosus polychromus MFLUCC 23-0302
Quadrisporella heveae MFLUCC 18 0308
Setoapiospora thailandica MFLUCC 17-1426
1001  Palawania thailandensis MFLU 16-1871
911 | Palawania thailandensis MFLUCC 14-1121
88/0. DyfrolonB/ces thailandica MFLU 16-1173T
yfrolomyces rhizophorae JK 5456A
Dyfrolomyces rhizophorae BCC15481
100/1 Dyfrolomyces phetchaburiensis MFLUCC 15-0951
{0011 92/1 Dyfrolomyces thamplaensis MELUCC 15-0635
Melomastia maolanensis GZCC 16-0102
10011 L Dyfrolomyces tiomanensis NTOU3636
Acrospermum adeanum M133
100/1 Acrospermum compressum M151
i Acrospermum gramineum M152
Torr 7 AT 16649rxiella lunata CBS 476.71
ophium mytilinum -
00 O inidion rhenaniim GBS 185.34
0.04
FiguriPhglogram generated from maximum | i kel ih
SSU, t &ébslequence data. A total of 55 taxa were
comprised 3557 characters after alignment. T

val u-23®65. 622673 is presented. B @®d ti shtoroap (SMLp p
to or greater than 70% and Bayesian posterior
above branches asadMLre8coo@®hi uth dhAFITOEN ®HO09) al

Mytilinidi(oGBS hle3n5a.n3udn) . The newly obtained str
bol d.
Paraboeremhi . | Ji s@ege & L. Cai , in Jiang, Chen
[ 2017]
| ndex FurmBddBr2um:; IFR c e sFoF 7863 g i number
Endophgtitde rDhiiczroanmeo pdfer BEex pa&ldamar p h: undet
mor €loni dipoyntantiad i a l in cultur-emmer 4&d, ogregar i y

gl obose to su®agdiobiosmeptsaddd hmegkhlF enchy mat ou s, c
i mmersed or nearly sWCpear fdii migepnhoiuasloicdeid chest hy al ic
ampulliformComwnitlicd picEmdffs. 3.1 T nd.460)Om,el |l ips
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cylindrical with round -waldlse d,a Cghy tatantyledaot <eft. g B & §
observed in culture.
Culture chH&wmdomne risstoinc SNIE®A mmadabmgt &bne mol

room tempA€at paet &bed, vel vety, margin regul ¢
br own.
Mat eri al TexhamianedGui zhSouwt Rwesgi BoeGuji,zhaunod M

Aut onoPmoeufsect ur e, CenghengrenGozuoidtiec,rodino@lt getr & & fp!
March 2022,8b1=G/ZAAINGIBOQ (i vi(GHGCCiOBI BrTeongr en C
SongQGoauont y, fr onD.t hpee d2nli &ZFoenber wadry 2B&GZAAS. 5 Z
0528), | i(BZ2@Qi055L12b,u d(éZ8ZAASI0329) .

GenBank imcwZnehCéo2sbl 2: | TSt @bV 1P3V82722280,1 40 5 BLZ A AIST
PV138t7rel®, PV2Q@20Q®X5131 TS: RWb38P\82022016.

Notidsn our phyl ogeneticr 2 atapise qokencembdiabhad
i sol @Z@GT0H51 3 GZAABS 2B and i0dZIC20) 2¢5 uBaraleade ra mil
|l i teeéedMeC 3.18109 as the same species (Fig. 13]
charactk.r sl iwistdnaaes i mgmes smid or nearly superfic
conidi omata, ellipsoidal taadyleidndaring ali,a dsle @
Therefore, based on both phyl ogeny amhd Imotrspeha
Paraboeremasa déescriaked by Jiang et alLi t(sB0ad 7) ,
(Laur gdgceane Chi na. Our new Discalaantoegp t vaansd s a lpte at idiea
Parabospemias Déecormrteptemni s

Peri cohNmaaoeace
Pericowaaceaeroduced bYyeNammsini zhie ((ThhP3e4 )d eamnutd

has l ong been ignored i n moder n taxonomic 1
Massarindaeea&a et al Pe(ROabbaemedwadsthangly s
Si stMarsstaor .. ndabege therefore, resurrected this
Vi z. B a mbRilsa wsa,nNmooessinsdB er i ¢ o Hioavever , teaphy!| o

BambusianbdMmoaonsmieanai ns q u 4 shteiyo ncalbu sPteeaiscsopneicait ens |
Periconi Mxcreqpeet -eavlal u@2@22)t hee Bammu oimsnitdroersa A u s
based on mor photyegeéecaplhybaogdenneulitci anal yses.

Bambusihsatsr osmami | ar mor phol Pgyi scprich &spasmanlo t mc
significantPerdicpfeecaerst tfhradmsporul ated in vit
synonymi zPeedr i c@®uhe raePretrliyc,comioanpe a & e s R Iwaov ogaynteersa |,
PericomMiexerthledesmyaocdasss mor phol ogi cal charact
Peri copricaes, i tss gleinkeerwics ep odsuibtiioouns iand needs

Peri dodiea
Peri owasi antroduced By ITiodRkedeli7adsl9t hrRee tthycpoen.i al

species ar e only known as asexual mor phs,

mononemat ous, branched, or unbranched, and pi
polyblastic conidiogenous cell sot halheasti pgée sar
to ellipsoidal, catenate or solitary, smoot h
et al . 2015, Lin al espadi.ef201dbg . bSewvereported

scattered or grouped, gl obose ascosmmdrae dvi & shc ia,
broadly $depti dtoem,Ayaline, and smoot h nasnc cedp arl
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202 0Pbe)r.i spreicaes are widely distributed and ma
various host s, with a few being plant and ht
Kal ergius 2014, Liu et al. 2017hb, HoPhn g scaman nea
was reported as a pathogen causing blackenin
2000) P.wkielrata thuwman pathogen causing mycotic

There are 2Bdr irdeacrwitaeld iom t he I ndex Fungoru
transferred to other genera (http://www. inde:
most species have been accepted in the genus
cortred awi th mwiéebumastdapacies only having | T
are insufficient to separate them at the spec
mar ker s ar e r eeqrusitraendd ttoh eb estpeecri eusndboundari es |
study, a R digvanoptprisicis iktreduced based on morphological and rdoltus

phylogenetic analyses.

FigurieataboeremMGZaAABtSB0ae new host record). a
above and bel ow. c, d Conidiomata onl MEAni cki,a
Scale barm,, ®.emfQ6GOo %, = k5 = 10 um.
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1
Heteroghoma polypusiformis FMR17837
97/1 Heterophoma sylvatica CBS 874.97
100/1 Heteroplhoma poolensis CBS 113.20
L Heterophoma nobilis CBS 507.91
99/1 L Heterophoma adonidis CBS 114309
100/1 - Epicoccum nigrum CBS 173.73
97/0@|——‘——. Epicoccum ovisporum CBS 180.80 Epicoccum
- Epicoccum plurivorum CBS 558 .81
79/0.95 Didymella subrosea CBS 733.79
] 75, Didymella macrostoma CBS 223.69
d0/0.99 — Didymella pteridis CBS 379.96
Didymella viburnicola CBS 523.73 Didymella
79/ —— Didymella brevg)l/osa FMR 17415
Didymella exigua CBS 183 55
Didymella rumicicola CBS 683.79
Didymella ellipsoidea CGMCC 3.18350
y — Paraboeremia £g/ungenSIs CBS 357.84
Paraboeremia truiniorum CBS 144952

99/0.99 | Heterophoma verbasci-densiflori CBS 449.81
i?@-leterophoma verbascicola CGMCC 13 8364

Heterophoma

1001 Paraboeremia clausa FMR 18598
Paraboeremia rekkeri CBS 144955
Paraboeremia taiwanensis NTUCC 17-013
Paraboeremia adianticola CBS 187.83
= Patr)aboeremﬁ (,‘amecl:/léﬁ/I 88%(%%)1% 3 8106
araboeremia litseae . i
8log| Paraboeremia litseae GZAAS 25-0529 ParabogiSia
— Paraboeremia litseae GZCC 25-0512
Paraboeremia litseae GZCC 25-0513
95/1 Paraboeremia selaginellae CBS 122.93
96/1 Paraboeremia clausa FMR 18597
Paraboeremia putaminum CBS 299.39
L Paraboeremia oligotrophica CGMCC 3.18111
100/1 Neomicrosphaeropsis italicaitalica |T 2286
{ Neomicrosphaeropsis italicaitalica MFLUCC 15-0484 Outgroup
0.03
Figurihy$Bogram generated from maxi mum t R2gel ih
antdb sequence dat a. 35 taxa were included 1in
characters after alignment . The best SGOring
8294.983988 is presented. Boot st r agpu aslu ptpoo rotr g
than 70% and Bayesian posterior probabilitie:

branches as ML BS/dP Reomitrosphadropsts étalicaitalecgMFLOCCt1E
0484a n d | )Ithen2wdybtained strains are in red and bold.

Per i dioranopteridis) . Y. Zhang, D.F. Bao, K.D. Hyde & .
| ndex Fum@ABrowbm:; IFRA c e sFoF 1f78b4h g i number :
Et ymoiltolgey speci fic epithPtcdamopthteeptfearindi ger
which the type strain was isolated.
Hol oti KésKAS 129916
EndopihyttilteDirorndaso ptf.erdesx waldamoar ph: undeter m

Mycelliidgm Om wi de, hyaline to pal e b rwannl, e dbr
Conidi opdoacesl to conidiogenous cell s,walleadr
Conidi ogemonwd |l aesltlisc to polyblastic, discrete
cylindricahis8dlda cOvmcp=i a9mnGm,30) , solitary or in
brown to dark brown, aseptat e, smoot hwatld eder

guttul at e.

Culture ché&€obhoheessbncMEA reaching 25 mm di
i rregul ar, medi um dense, flattened, dull, dry
at the surface, rever se darek epdigrek at the midd
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MaterialiGhxianmai,ne@ui zhou Province, Sanhe Towr
Qi annan Buyi , and Mi ao Aut o nDontoruasn oFprt eefr @ st Appeedi:
2022, J. Y. iZh@KHNASNI2®D 16, hol otype).

GenBank inluTngerPsV138731, LSU: PY288va771%598U:

Notes: Our phyl oge nkdciamptaidisal ysi esr et oawsPdat dia
prol ( Fi g & o® WPedicranopteridiscan be easily distinguished froRh prolificai n
having guttul ate, verrucose Po0npdarnae fsiwhadioltsdpdi. n
Only |1 TS sequahmlcee. fdmrt,eah d fsialme @i se nucl eoti de c
t hR.t di cr a(nkolptKeArSi dli2s9 916) i s si ghi fprcoaviFtiflUyC @ i f
210155) in 26/508 bp (4. 5%) of the 1 TS. [ n
recombination event between oawr=6cEfgqilhuéandwert
i nt r @ diaanapteridisasanews peci es based on phylogeny and

The mor phol adgycr amatpdlees di se g ®®e i idan chaanvci enpg

hol obl astic, monobl astic, or polyblastic coni
to -smutberi cal , and asept Reei comicalies. hKHwwe vrmearc,r
conidi ophores, wh.i |dei ccroaanrogp togpriciodoiese mat ous and

conidiogenous cell s. PYearnigsgewdicaad s g RdOr22l)a tf eods nid
i n micronemat oauss capopa sde do pthoo rmreasc,r onemat ous coni

OQur stwudy is consistent with Yang et al. (202
culture and | acks conspicuous conidioplperce s
on natural substrates may differ from the spo

PhaeosphaeIEl a Baae
Phaeosphaeariaachdagehl y di ver se f anDdtyh icdoenopnmyicsel

(Hyde et al. 2024). The famPhyewamsaathicadyped
which originally comprised 15 gener a. Phookan
genera based on generic type st-gdhes,phykpge
anal yses. Since thencomaergueewl genaetaokdacedbt¢
87 gener a ar e included i n t his family ( Wi
Maharachchi kumbura 2023, Hyde et al. 2024).

StagonpSaoca) Sacc.
Stagonbspar-sipelti genus with more than 500 e

(Il'ndex Fungorum 2024) . However, oniSyt aglmmwts pd 2
(Wi jayawardene et al . 2022, Bhagya et al. 202
brown ascomata with a minute ost isoelpet,athbei,t uansiccc
with guttules in eachmmerdded,Quaaleallvd s e gt eets wabgl
single ostieod eareomeduoephotro coni di ogenous <ce
hol obl astic conidiogenesi s, hyaline, cylindr
(Brahmanage et al. 2020) . Member s of dthyilse ggean
saprobes, endophytes, and pathogens of econom
( Kobayashi et al . 2005, Quaedv!liieg et al. 201
study, five strabhnerpavea easnids otl haet efdi vfer osmtS.ai ns

tai nam@asesd son phyl ogeneti c an&tl ayga rsm e plaritse di sf r
Di cranopltreraddi ti on, our phSi agemes pro layapdylsa t:
S. pseudiopakcludesared out of the genus, whi ch
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Therefor e, further studies are needed to cl ar

Figurietd4dconi a dKUNBKNAOS t1e2r99dliés, (hol ot ype). a
and reverse. b, T7jc COmlian ioegse nooru SPclmA. el db aam,d dfc,0 e i
g =em2 0jh =ml10
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100/1

70/0.98

-10.97-_|

100/1

100/1

75

100/1

Periconia verrucosa UESTCC 22.0150
91/1} periconia verrucosa MFLUCC 17-2158
Periconia verrucosa UESTCC 22.0149
Periconia cookei MFLUCC 17-1399
Periconia cookei MFLUCC 17-1679
Periconia kunmingensis KUMCC 18-0173
-/0.9 Periconia elaeidis MFLUCC 17-0087
Periconia palmicola MFLUCC 14-0400
Periconia delonicis MFLUCC 17-2584
Periconia arecacearum SZ 2024a
Periconia digitata CBS 510.77
Periconia festucae CGMCC 3.23929
100/1 1 Periconia pseudodigitata KT 1395

99

99/1

L Periconia pseudodigitata KT 644
Periconia cyperacearum CPC 32138
95/1, Periconia chengduensis UESTCC 22.0140
10Q/1] Periconia chengduensis CGMCC 3.23930
108/ Periconia chengduensis UESTCC 22.0142
Periconia chimonanthi KUMCC 20-0266
N Periconia chimonanthi UESTCC 22.0133
Periconia minutissima MUT 2887
Periconia thysanolaenae KUMCC 20-0262
Periconia neominutissima CPC 42368
— Periconia floridana CPC 45904
Periconia calamagrostidicola CPC 46238
Periconia philadelphiana CPC 42854
Periconia homothallica KT 916
Periconia banksiae CBS 129526
Periconia cortaderiae MFLUCC 15-0451
Periconia cortaderiae MFLUCC 15-0457
Periconia citlaltepetlensis |IOM 325319.2
Periconia citlaltepetlensis IOM 325319
Periconia ananasi KUMCC 21-0470
'®ericonia ananasi MFLUCC 21-0155
100/1 Periconia prolifica DBOF74
Periconia prolifica DBOF129
Periconia dicranopteridis KUNCC23-14173
Periconia igniaria CBS 845.96
Periconia minutissima MFLUCC 15-0245
Periconia macrospinosa CBS 135663
Periconia chiangraiensis KUMCC 21-0471
00/1 Periconia epilithographicola MFLUCC 21-0153
Periconia epilithographicola CBS 144017
Periconia caespitosa LAMIC 110 16
Periconia variicolor SACCR 64
Periconia wurfbainiae ZHKUCC 23-0999
Periconia wurfbainiae ZHKUCC 23-1000
100/1; Periconia endophytica ZHKUCC 23-0995
Periconia endophytica ZHKUCC 23-0996
Periconia yangjiangensis ZHKUCC 23-0997
Periconia yangjiangensis ZHKUCC 23-0998
100/1, Flavomyces fulophazae CBS 135664
Flavomyces fulophazae CBS 135761
98/1 y Sporidesmium tengii ZHKUCC 10837
Periconia cynodontis CGMCC 3.23927
Periconia didymosporum MFLU 15-0058

971 — Periconia neobrittanica CPC 37903

Periconia penniseti CGMCC 3.23928
Periconia byssoides MFLUCC 20-0172
Periconia byssoides NCYUCC 19-0314
Periconia byssoides MFLUCC 17-2292
Periconia byssoides KUMCC 20-0264
Periconia byssoides MFLUCC 18-1548
Periconia byssoides MFLUCC 18-1553
Periconia salina MFLU 19-1235
Periconia pseudobyssoides DUCC 0850
Periconia pseudobyssoides KUMCC 20-0263
Periconia alishanica MFLUCC 19-0145
Periconia alishanica KUMCC 19-0174
Periconia artemisiae KUMCC 20-0265
Periconia thailandica MFLUCC 17-0065
Periconia imperatae UESTCC 22-0145

86/

100/1) periconia imperatae CGMCC 3.23931

Periconia imperatae UESTCC 22-0146
Periconia submersa MFLUCC 16-1098
Periconia spodiopogonis CGMCC 3.23932
Periconia aquatica MFLUCC 16-0912

100/1 M.
- %- = r Massz'a(rjrn%ebg%nea CBS 473.64
/1 Lentithecium clioninum 4
1001 Lentithecium clioninum KT 1220
L Lentithecium aquaticum CBS 123099

Figurihg$bogram generated

SSU, t &éfislequence
3400
82914.

983988 i s

characters

d

after

pr

ina cisti CBS 266.62 Massarinaceae

Morosphaeria velatispora KH 221

100/1 [
Morosphaeria ramunculicola KH 220

Outgroup

from maxi
taxa were i
gnment The

84
al i
esent ed.

at a.

d

oeadeluodlIs

Lentithoclq’i

mu m
ncl

best
Bootstrapguaupporor v

l i kel i h
uded i

S C
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than 70% and Bayesian posterior probabilitie:
branches as ML BS/ P PMoro$phaeriarameneulicolgkid 220)amdMe d t o
velatispora(KH 221); the newly obtained strain is in red and the type strains are in bold.

P. igniaria CBS 845.96

75 \s
— 0.001 14173 QN

Figure 16 Results of the PHItest®éfer i c oni a danddosely elptéedespeciad using

both LogDet transformation and splits decomposition. The PHI test re8ults 0.05 indicate
significant recombination within the dataset.

StagonosporWw. Hai HainemsiMMycol ogia 71(5)Fi gB93l (
| ndex FumBgauroum:; IFR c e sFoRF 1f78bh g i number :

See description in Bensch et al. (2010)

Culture characteristics: Colonies on AEDA o
colonies circul ar, margin wavy, flat, velvety
mi ddl e, colony from above: greyish brown; rev

Mat eri al examined: China, Guizhou Province,

D. pedataFebruary 202GZAAS03RBRRang,| (CRG@@GBEUI| t
O5r&hengfeng County, Sout hwest Gui zhou Buyi
rhi zobne agmpla MadcHha20@IB=GZABAAS0B395); Chengheng
Qi anxinan Buyi and MifamorRAua PDesb@euda®BMafr et 210&
Zhang, T3=NZIABA2Si0OB3ilhbdINS 125BZAASI0B883fLl)pom a Dst em
ampl a6 March 20RZBIFILZXASDBBB ..

GenBank hnh@ambhbAeSiI@3H5: I TS: PVv1387309, LSU: PVi1
GZAASI0OB3831 1 TS: Pv138740, LSU: RBS\VZ ARSDH09873, 1 |1 STSSU :
Pv138741, LSWGZARBIOBR29FBV. 138742, LSU: PV138595
GZAASOB3831 TS: PV138743, LSU: PV138594, SSU: P

NotieBased on the combined I TS, LSU, and SS
togetheBStagehespoon@KT al &t eaamrsd SATCC 38204) wi
and 1 BYPP $8u.ppWer twe(rFei gunalbl e t o observe the ¢
the culture. There were only 7bp, 1, and 0 bp
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our new Strgiom®spod@KT al &haat)e,nswisi ch does not

new strains to be a new species. Thus, based
a$. tai.nanensi s

Stagonosporias tai siageinksi sant pathogen infect
known as sugarcane | eaf blight, which causes |
(Xu et2 aWwangoet al. 2021, Huang &t alih2o@ddpi
Dicranoptasianpendédomphyte and it is reported a

Fi gufriesthgonospor@GZ mAB®R®nsinegw host record).
from aboveifarhd phhealeow.Scam)iédd fam2®: ¢ = 30

Pl eospdNi acedke

Pl eosposatcdaee | aPg ents ploigildeppa wanr dene et al
al . POebppesmpeceads occur worl dwide as endophyt
opportunistic human and pl ant pat hogens (Ar i)
classification of this faniehgkhat mekaecal maj dt

strains (Ariyawansa et al . 2015) . Hyde et al
mor phodnmgl ec alt ar Ari yawansa et al . (2015)
Pl eospamacaazeepted 18 genera. To date, the fa
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