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Key words Abstract Novel species of fungi described in this study include those from various countries as follows: Australia,
ITS nrDNA barcodes Chaetomella pseudocircinoseta and Coniella pseudodiospyri on Eucalyptus microcorys leaves, Cladophialophora
LSU eucalypti, Teratosphaeria dunnii and Vermiculariopsiella dunnii on Eucalyptus dunnii leaves, Cylindrium grande and

Hypsotheca eucalyptorum on Eucalyptus grandis leaves, Elsinoe salignae on Eucalyptus saligna leaves, Marasmius
lebeliae on litter of regenerating subtropical rainforest, Phialoseptomonium eucalypti (incl. Phialoseptomonium gen.
nov.) on Eucalyptus grandis x camaldulensis leaves, Phlogicylindrium pawpawense on Eucalyptus tereticornis leaves,
Phyllosticta longicauda as an endophyte from healthy Eustrephus latifolius leaves, Pseudosydowia eucalyptorum
on Eucalyptus sp. leaves, Saitozyma wallum on Banksia aemula leaves, Teratosphaeria henryi on Corymbia henryi
leaves. Brazil, Aspergillus bezerrae, Backusella azygospora, Mariannaea terricola and Talaromyces pernambucoen-
sis from soil, Calonectria matogrossensis on Eucalyptus urophylla leaves, Calvatia brasiliensis on soil, Carcinomyces
nordestinensis on Bromelia antiacantha leaves, Dendryphiella stromaticola on small branches of an unidentified
plant, Nigrospora brasiliensis on Nopalea cochenillifera leaves, Penicillium alagoense as a leaf endophyte on a
Miconia sp., Podosordaria nigrobrunnea on dung, Spegazzinia bromeliacearum as a leaf endophyte on Tilandsia
catimbauensis, Xylobolus brasiliensis on decaying wood. Bulgaria, Kazachstania molopis from the gut of the
beetle Molops piceus. Croatia, Mollisia endocrystallina from a fallen decorticated Picea abies tree trunk. Ecuador,
Hygrocybe rodomaculata on soil. Hungary, Alfoldia vorosii (incl. Alfoldia gen. nov.) from Juniperus communis roots,
Kiskunsagia ubrizsyi (incl. Kiskunsagia gen. nov.) from Fumana procumbens roots. India, Aureobasidium tremulum
as laboratory contaminant, Leucosporidium himalayensis and Naganishia indica from windblown dust on glaciers.
Italy, Neodevriesia cycadicola on Cycas sp. leaves, Pseudocercospora pseudomyrticola on Myrtus communis

new taxa
systematics
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Abstract (cont.) leaves, Ramularia pistaciae on Pistacia lentiscus leaves, Neognomoniopsis quercina (incl. Neognomoniopsis gen.
nov.) on Quercus ilex leaves. Japan, Diaporthe fructicola on Passiflora edulis x P. edulis f. flavicarpa fruit, Entoloma
nipponicum on leaf litter in a mixed Cryptomeria japonica and Acer spp. forest. Macedonia, Astraeus macedonicus
on soil. Malaysia, Fusicladium eucalyptigenum on Eucalyptus sp. twigs, Neoacrodontiella eucalypti (incl. Neoac-
rodontiella gen. nov.) on Eucalyptus urophylla leaves. Mozambique, Meliola gorongosensis on dead Philenoptera
violacea leaflets. Nepal, Coniochaeta dendrobiicola from Dendriobium lognicornu roots. New Zealand, Neodevriesia
sexualis and Thozetella neonivea on Archontophoenix cunninghamiana leaves. Norway, Calophoma sandfjordenica
from a piece of board on a rocky shoreline, Clavaria parvispora on soil, Didymella finnmarkica from a piece of Pinus
sylvestris driftwood. Poland, Sugiyamaella trypani from soil. Portugal, Colletotrichum feijoicola from Acca sellowi-
ana. Russia, Crepidotus tobolensis on Populus tremula debris, Entoloma ekaterinae, Entoloma erhardii and Suillus
gastroflavus on soil, Nakazawaea ambrosiae from the galleries of Ips typographus under the bark of Picea abies.
Slovenia, Pluteus ludwigii on twigs of broadleaved trees. South Africa, Anungitiomyces stellenboschiensis (incl.
Anungitiomyces gen. nov.) and Niesslia stellenboschiana on Eucalyptus sp. leaves, Beltraniella pseudoportoricensis
on Podocarpus falcatus leaf litter, Corynespora encephalarti on Encephalartos sp. leaves, Cytospora pavettae on
Pavetta revoluta leaves, Helminthosporium erythrinicola on Erythrina humeana leaves, Helminthosporium syzygii
on a Syzygium sp. bark canker, Libertasomyces aloeticus on Aloe sp. leaves, Penicillium lunae from Musa sp. fruit,
Phyllosticta lauridiae on Lauridia tetragona leaves, Pseudotruncatella bolusanthi (incl. Pseudotruncatellaceae fam.
nov.) and Dactylella bolusanthi on Bolusanthus speciosus leaves. Spain, Apenidiella foetida on submerged plant
debris, Inocybe grammatoides on Quercus ilex subsp. ilex forest humus, Ossicaulis salomii on soil, Phialemonium
guarroi from soil. Thailand, Pantospora chromolaenae on Chromolaena odorata leaves. Ukraine, Cadophora
helianthi from Helianthus annuus stems. USA, Boletus pseudopinophilus on soil under slash pine, Botryotrichum
foricae, Penicillium americanum and Penicillium minnesotense from air. Vietnam, Lycoperdon viethamense on soil.
Morphological and culture characteristics are supported by DNA barcodes.
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Phytophthora capsici HQ665266.1
Backusella recurva JN206524.1
0-92 \I; Backusella circina AB638474.1
Backusella circina AF157175.1
Backusella locustae KY449290.1
Backusella locustae KY449292.1
Backusella azygospora sp. hov. - Fungal Planet 908
Backusella lamprospora MH872125.1
— Backusella lamprospora MH866118.1
Sugiyamaella trypani sp. nov. - Fungal Planet 947
E'_Eugiyamaella valenteae KT005999.1
0.5 Sugiyamaella ayubii KR184132.1
0.95\{ \r Sugiyamaella bahiana NG_059957.1
[ Sugiyamaella lignohabitans JQ714002.1
Sugiyamaella marionensis NG_042427.1
0.96—] { Sugiyamaella pinicola NG_042430.1
Sugiyamaella neomexicana KY106598.1
L Yamadazyma kitorensis LC060994.1
Yamadazyma terventina JQ247716.1 Debaryomycetaceae
Yamadazyma mexicanum JX188248.1
Nakazawaea ambrosiae sp. nov. - Fungal Planet 934
0.86 Nakazawaea ishiwadae KX078419.1
0.95 Nakazawaea holstii AB449811.1 i e
Nakazawaea molendinolei HE799678.1
Nakazawaea wickerhamii HE799683.1
Nakazawaea peltata NG_055160.1
Kluyveromyces hubeiensis AB498999.1
Kazachstania piceae KY107939.1
0.89 Kazachstania lodderae KY107931.1
Kazachstania viticola AF398482.1
Kazachstania kunashirensis KY107927.1
0.97 Kazachstania martiniae KY107933.1 Saccharomycetaceae
Saccharomyces uvarum KY109469.1
Saccharomyces bayanus KY109214.1
Kazachstania psychrophila JX564243.1
KC878454.1
HM627092.1
0.99 Leucosporidium intermedium KY108447.1
Leucosporidium fragarium NG_058330.1
Leucosporidium himalayensis sp. nov. - Fungal Planet 927 Leucosporidiaceae
Leucosporidium scottii KX452945.1
Leucosporidium yakuticum RKAT142
Naganishia adeliensis JX188113.1
Naganishia diffluens KY108612.1
Naganishia adeliensis JX188117.1
Naganishia albida KY106958.1
Naganishia albida KY744124.1
Naganishia vishniacii KY108625.1
0.96 Cryptococcus consortionis MF555713.1
Naganishia indica sp. nov. - Fungal Planet 933
Naganishia friedmannii KY108613.1
Naganishia globosa KY108616.1
r Carcinomyces arundinariae NG_058990.1
MK800011.1
MK792963.1
MK792962.1
MK792964.1
— £ Saitozyma podzolica NG_058283.1
Saitozyma wallum sp. nov. - Fungal Planet 945
Saitozyma flava KY109523.1

Backusellaceae

0.98

Mucorales
Mucoromycetes
Mucoromycotina

Mucoromycota

Trichomonascaceae

Saccharomycetales
Saccharomycetes
Saccharomycotina

Ascomycota

I Kazachstania molopis sp. nov. - Fungal Planet 926

Leucospo-
ridiales
Microbo-
tryomycetes
Puccinio-
mycotina

Tremellaceae

Basidiomycota

Carcinomyces nordestinensis sp. nov. - Fungal Planet 914 Carcinomycetaceae

Tremellales

Tremellomycetes
Agaricomycotina

Trimorphomycetaceae

0.96 Saitozyma flava MK182934.1
Bullera alba KU179840.1
- Bulleraceae
0.91 Papiliotrema flavescens MH484046.1

Derxomyces hubeiensis NG_042403.1
Derxomyces komagatae NG_059095.1
ol Derxomyces pseudoschimicola NG_059151.1
A\ 4 Derxomyces schimicola KY107626.1

0.1

Bulleribasidiaceae

Overview Mucoromycota, Ascomycota and Basidiomycota phylogeny — part 1

Consensus phylogram (50 % majority rule) of 40 878 trees resulting from a Bayesian analysis of the LSU sequence alignment (188 taxa including outgroup;
947 aligned positions; 656 unique site patterns) using MrBayes v. 3.2.6 (Ronquist et al. 2012). Bayesian posterior probabilities (PP) >0.84 are shown at the
nodes and thickened lines represent nodes with PP = 1.00. The scale bar represents the expected changes per site. Families, orders, classes, subdivisions and
phyla are indicated with coloured blocks to the right of the tree. GenBank accession and/or Fungal Planet numbers are indicated behind the species names.
The tree was rooted to Phytophthora capsici (GenBank HQ665266.1) and the taxonomic novelties described in this study for which LSU sequence data were
available are indicated in bold face. The alignment and tree were deposited in TreeBASE (Submission ID S24386).

© 2019 Naturalis Biodiversity Center & Westerdijk Fungal Biodiversity Institute
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Aleurodiscus verrucosporus KY450790.1
Aleurodiscus tsugae KU574824.1
Aleurodiscus farlowii KU574820.1
Acanthophysium lividocaeruleum AY039314.1
Xylobolus subpileatus MH867100.1 Stereaceae
Xylobolus frustulatus AY039307.1
MK491191.1
MK491192.1 | Xylobolus brasiliensis sp. nov. - Fungal Planet 950
MK491193.1
0.08— Hygrocybe coccinea DQ457676.1
Hygrocybe coccinea KP965797.1
Hygrocybe purpureofolia KF291193.1
Hygrocybe parvula KF291189.1
Hygrocybe rodomaculata sp. nov. - Fungal Planet 924
Hygrocybe punicea HM026554.1
Hygrocybe appalachianensis MK278160.1
Hygrocybe reidii MK278177.1
0.93 Suillus granulatus KX170998.1
Suillus lakei KU721363.1
Suillus grevillei KU663264.1
Suillus gastroflavus sp. nov. - Fungal Planet 948 Suillaceae
Suillus viscidus KT964638.1
Suillus grisellus KU663234.1
Suillus bresadolae GU187598.1
Boletus pseudopinophilus sp. nov. - Fungal Planet 909
Boletus pinophilus AF462358.1
Boletus subalpinus KF030340.1
Boletus subcaerulescens KF030341.1
Boletus aurantioruber KF030342.1 Boletaceae
Boletus aereus KF030339.1
0.90t Boletus edulis AF071457.1
Boletus regineus KC184485.1
Phlebopus spongiosus NG_060059.1
Phlebopus sudanicus AF336261.1 Boletinellaceae
Phlebopus portentosus AF336260.1
Astraeus asiaticus HE681778.1
Astraeus odoratus HE681781.1
Astraeus koreanus KY629428.1
Astraeus hygrometricus EU718158.1 Diplocystaceae
MK496885.1
MK496886.1 | Astraeus macedonicus sp. nov. - Fungal Planet 906
MK496884.1
Calvatia agaricoides MK278306.1
Calvatia candida MK277669.1
Calvatia craniiformis DQ112625.1 Agaricaceae
= Calvatia gigantea AF518603.1
0.95~ Calvatia brasiliensis sp. nov. - Fungal Planet 913
Marasmius ochroleucus KF896249.1
Marasmiellus carneopallidus MK278327.1
Marasmius lebeliae sp. nov. - Fungal Planet 929
Marasmius siccus MH878260.1 .
Marasmius albopurpureus KP127676.1 Marasmiaceae
Marasmius haematocephalus EF160083.1
Marasmius elegans MK278342.1
Marasmius collinus MK278340.1

Russulales

Hygrophoraceae

Agaricales |

Agaricomycetes

Boletales

0.974

Agaricomycotina (continued)
Basidiomycota (continued)

Agaricales Il

0.96410.99

0.1

Overview Mucoromycota, Ascomycota and Basidiomycota phylogeny (cont.) — part 2
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A

0.92—l, [ Crepidotus cesatii var. subsphaerosporus MK299400.1
Crepidotus cesatii MK277881.1
Crepidotus aff. subverrucisporus MK277891.1
Crepidotus tobolensis sp. nov. - Fungal Planet 918
Crepidotus epibryus MK277884.1
0.98 1) Crepidotus tigrensis MK277892.1
Crepidotus aff. alabamensis GQ892982.1
N Crepidotus mollis DQ071698.2
Crepidotus calolepis FJ904178.1
0.94~

N Inocybe ovispora NG_064437.1
0.98

N Inocybe horakomyces EU600854.1

Inocybe scissa KY827239.1
0.98— Inocybe acriolens JN974981.1
0.92 <
MK480524.1 I Inocybe grammatoides sp. nov. - Fungal Planet 925
0.85

0.99~

MK480523.1
Inocybe albodisca EU307819.1
Inocybe grammata JN974977.1
Inocybe grammata var. chamaesalicis MK480520.1
Pluteus chrysophlebius AF261581.1
Pluteus admirabilis AF261577.1
Pluteus umbrosus AF261580.1
Pluteus stenotrichus MK278517.1
8i— Pluteus ephebeus AF261574.1
0.91% Pluteus multiformis MK278503.1
Pluteus ludwigii sp. nov. - Fungal Planet 943
0.95] Pluteus eludens MK278496.1
| Pluteus cinereofuscus MK278491.1
MH727523.1
MH727524.1
JQ415937.1
MH727522.1 Clavaria parvispora sp. nov. - Fungal Planet 915
MH727520.1
MH727521.1
Clavaria falcata JQ415945.1
Clavaria stegasauroides HQ877698.1
0.92 Clavaria alboglobospora HQ877682.1
0.90 Clavaria redoleoalii MF664107.1
Clavaria echino-olivacea KP257188.1
Clavaria ypsilondia KP257210.1
Tephrocybe rancida EU669300.1
Sphagnurus paluster MH873802.1
Sagaranella tylicolor AF223192.1
Ossicaulis yunnanensis KY411959.1
Hypsizygus tessulatus DQ917664.1
Tricholomella constricta AF223186.1
Ossicaulis salomii sp. nov. - Fungal Planet 936

0.8

0.88

0985 | Ossicaulis lignatilis AF261397.1
098171 Ossicaulis lachnopus HE649955. 1
Entoloma vinaceum GU384631.1
Entoloma turbidum GQ289201.1
000Ul Entoloma indoviolaceum GQ289172.1

096 Entoloma ameides MK277962.1
Entoloma vezzenaense GQ289204.1

0.99
Entoloma chalybaeum MK277978.1
MK733924.1 ..

0.85 MK733925.1 Entoloma erhardii sp. nov. - Fungal Planet 923
MK733926.1
MK733928.1 | Entoloma ekaterinae sp. nov. - Fungal Planet 922
MK733927.1

Entoloma serrulatum KX670995.1
Entoloma nipponicum sp. nov. - Fungal Planet 921
Entoloma subserrulatum AF261291.1
Entoloma nigrosquamosa KX670996.1
0.88 Entoloma azureopallidum MK277981.1
Entoloma porphyrogriseum MK277960.1
Entoloma caesiellum KP329588.1

0.1

Overview Mucoromycota, Ascomycota and Basidiomycota phylogeny (cont.) — part 3

© 2019 Naturalis Biodiversity Center & Westerdijk Fungal Biodiversity Institute

Crepidotaceae

Inocybaceae

Pluteaceae

Clavariaceae

Lyophyllaceae

Entolomataceae

Agaricales Il (continue)
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Agaricomycotina (continued)

Basidiomycota (continued)
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Candida broadrunensis KY106372.1
—— Neocoleroa metrosideri NG_059638.1
Fusicladium cordae MH873281.1
—L[ Fusicladium pini EU035436.1
Fusicladium ramoconidii EU035439.1 Sympoventuriaceae

Pleurotheciopsis tropicalis MH874311.1
Fusicladium eucalyptigenum sp. nov. - Fungal Planet 875
Fusicladium amoenum EU035425.1
Fusicladium paraamoenum NG_058242.1

Phyllosticta lauridiae sp. nov. - Fungal Planet 886
Phyllosticta philoprina KF766341.1
Phyllosticta telopeae KF766384.1 Phyllostictaceae
0.951 Phyllosticta hakeicola MH107953.1
Phyllosticta gaultheriae DQ678089.1
— Corynespora torulosa NG_058866.1
- Corynespora thailandica MK047505.1
Corynespora pseudocassiicola NG_064538.1
'I-_ Corynespora cassiicola MH869486.1 Corynesporascaceae
_|._ Corynespora smithii GU323201.1
92l Corynespora encephalarti sp. nov. - Fungal Planet 884
Dendryphiella phitsanulokensis NG_064502.1
Dendryphiella eucalyptorum KJ869196.1
Dendryphiella stromaticola sp. nov. - Fungal Planet 919
Dendryphiella fasciculata NG_059177.1 Dictyosporiaceae
Dendryphiella variabilis LT963454.1
Dendryphiella paravinosa NG_059137.1
Spegazzinia lobulata MH869344.1
Spegazzinia intermedia MH873861.1
Spegazzinia bromeliacearum sp. nov. - Fungal Planet 946
Spegazzinia neosundara MH040812.1 i .
Spegazzinia deightonii AB807581.1 Didymosphaeriaceae
Spegazzinia radermacherae MK347957.1
Spegazzinia tessarthra MH071197.1
Helminthosporium tiliae KY984343.1
Helminthosporium caespitosum KY984305.1
Helminthosporium oligosporum KY984333.1
Helminthosporium massarinum AB807523.1
Helminthosporium velutinum KU697305.1
Helminthosporium erythrinicola sp. nov. - Fungal Planet 894
Helminthosporium guercinum KY984338.1
Helminthosporium dalbergiae AB807521.1
Helminthosporium magnisporum AB807522.1
Helminthosporium syzygii sp. nov. - Fungal Planet 895
Neoplatysporoides aloeicola NG_058160.1
Neoplatysporoides aloeicola KR476754.1
Libertasomyces aloeticus sp. nov. - Fungal Planet 885
Libertasomyces platani NG_059744.1
Libertasomyces quercus DQ377883.1
frm— Phomatodes nebulosa MH876211.1
Coniothyrium insitivum MH867370.1
Ascochyta ferulae MH871928.1
Coniothyrium laburniphilum MH870957.1
Coniothyrium populinum MH871018.1
Paraboeremia putaminum MH867523.1
_[ Calophoma sandfjordenica sp. nov. - Fungal Planet 896
Calophoma complanata EU754180.1 ;
Ascochyta medicaginicola var. macrospora MH870279.1 Dldyme”aceae
Didymella finnmarkica sp. nov. - Fungal Planet 897
Didymella macrostoma MH871627.1
0.861 Didymella fabae FJ755246.1
Boeremia exigua var. exigua MH870775.1
Amorocoelophoma cassiae MK347956.1
Alfoldia vorosii gen. et sp. nov. - Fungal Planet 902
Angustimassarina coryli MF167432.1 .
Angustimassarina populi KP888642.1 Amorosiaceae
Angustimassarina rosarum MG828985.1
Angustimassarina alni KY548097.1
Lophiostoma quadrinucleatum GU385184.1
Kiskunsagia ubrizsyi gen. et sp. nov. - Fungal Planet 903
Trematosphaeria terricola JX985750.1
Pseudoplatystomum scabridisporum GQ925844.1
Trematosphaeria heterospora AY016369.1 .
Sigarispora caulium AB619006.1 Lophiostomataceae
Lophiostoma macrostomoides EU552157.1
Lophiostoma macrostomum EU552141.1
Lophiostoma triseptatum GU385183.1
Lophiostoma viridarium FJ795443.1
Platystomum salicicola KT026110.1
Lophiostoma compressum KP888643.1
Guttulispora crataegi KP888640.1

Venturiales

Botryo-
sphaeriales

o

0.98

0.87

0.99

Massarinaceae

0.92

0.97

Pleosporales

001 Y

Overview Dothideomycetes phylogeny — part 1

Consensus phylogram (50 % majority rule) of 22 278 trees resulting from a Bayesian analysis of the LSU sequence alignment (164 taxa including outgroup;
809 aligned positions; 394 unique site patterns) using MrBayes v. 3.2.6 (Ronquist et al. 2012). Bayesian posterior probabilities (PP) >0.84 are shown at the
nodes and thickened lines represent nodes with PP = 1.00. The scale bar represents the expected changes per site. Families and orders are indicated with
coloured blocks to the right of the tree. GenBank accession and/or Fungal Planet numbers are indicated behind the species names. The tree was rooted to
Candida broadrunensis (GenBank KY106372.1) and the taxonomic novelties described in this study for which LSU sequence data were available are indicated
in bold face. The alignment and tree were deposited in TreeBASE (Submission ID S24386).



Fungal Planet description sheets

299

0.93

_|——Endosp0rium populi-tremuloidis EU304348.1

Endosporium aviarium NG_059195.1 Incertae sedis

0.01

Elsinoe banksiigena MH327859.1

Elsinoe perseae MH867094.1

Elsinoe embeliae KX886974.1
Elsinoe eelemani KX372296.1

Elsinoe tectificae KX887055.1

Elsinoe leucopogonis MH327858.1
Elsinoe hederae KX886994.1

Elsinoe salignae sp. nov. - Fungal Planet 881
Elsinoe fagarae KX886981.1

Elsinoe lepagei KX887004.1

0.95 Pseudosydowia eucalyptorum sp. nov. - Fungal Planet 876
E Pseudosydowia eucalypti GQ303327.2

Elsinoaceae

Cryptocline arctostaphyli MH873458.1 Saccotheciaceae

Saccothecium rubi NG_059644.1

Selenophoma mahoniae EU754213.1
Aureobasidium melanogenum MH867352.1
0.92 Aureobasidium tremulum sp. nov. - Fungal Planet 907
Aureobasidium caulivorum EU167576.1
0.97 Aureobasidium lini MH866211.1
Aureobasidium pullulans DQ470956.1
0.89+ Aureobasidium proteae JN712556.1
Aureobasidium pullulans MG812615.1
_L_ Apenidiella strumelloidea EU019277.1
Apenidiella foetida sp. nov. - Fungal Planet 904

Microcyclospora pomicola NG_064231.1
m[L Microcyclospora tardicrescens NG_064232.1

Aureobasidiaceae

0.96] Microcyclospora malicola NG_064230.1

Teratosphaeria dimorpha FJ493215.1
Teratosphaeria profusa FJ493220.1
Teratosphaeria terminaliae NG_058053.1 Teratosphaeriaceae
Teratosphaeria dunnii sp. nov. - Fungal Planet 878
Teratosphaeria molleriana KF251777.1
Teratosphaeria stellenboschiana MH874553.1
Teratosphaeria gracilis MK047506.1
Teratosphaeria nubilosa NG_057854.1
0y Teratosphaeria destructans EU019287.2
Teratosphaeria henryi sp. nov. - Fungal Planet 872
—— Neodevriesia capensis JN712568.1
Neodevriesia sexualis sp. nov. - Fungal Planet 893
Neodevriesia cycadicola sp. nov. - Fungal Planet 882
Neodevriesia knoxdaviesii MH874778.1
Neodevriesia imbrexigena JX915749.1 P
Neodevriesia simplex KF310027.1 Neodevriesiaceae
088 Neodevriesia queenslandica MH876827.1
Neodevriesia hilliana GU214414.1
Neodevriesia agapanthi NG_042688.1
Neodevriesia xanthorrhoeae HQ599606.1

0.96

Ramularia vizellae IN712567.1
— —{ Ramularia endophylla MH875006.1

Ramularia unterseheri KP894153.1
0.86} Pantospora chromolaenae sp. nov. - Fungal Planet 890
Passalora sp. GQ852623.1
Ragnhildiana pseudotithoniae NG_058049.1
Ragnhildiana diffusa MH866148.1
Ragnhildiana perfoliati GU214453.1
Rosenscheldiella korthalsellae NG_059436.1
0921 Fulvia fulva DQ008163.2
Dothistroma septosporum MH876535.1
0.974 . Dothistroma pini GU214426.1
Pantospora guazumae NG_042589.1
Pseudocercospora punctata GU214407.1
Pseudocercospora tamarindi KP744506.1
Pseudocercospora cyathicola JF951159.1
Pseudocercospora fori MH874492.1
Pseudocercospora macadamiae MH876612.1
Pseudocercospora crocea MH875339.1
Pseudocercospora rhabdothamni MH874533.1
Pseudocercospora madagascariensis MH874880.1
Pseudocercospora ranjita MH875340.1
0.86 Pseudocercospora dovyalidis MH875338.1
Pseudocercospora rhamnellae MH877382.1
Pseudocercospora cydoniae MH877505.1
Pseudocercospora pseudomyrticola sp. nov. - Fungal Planet 883
Pseudocercospora abelmoschi GU253696.1
Pseudocercospora eustomatis GU253744.1
Pseudocercospora ravenalicola GU253828.1
Pseudocercospora ampelopsis GU253846.1
Pseudocercospora pittospori MK210500.1
Pseudocercospora oenotherae MH877493.1
Pseudocercospora glauca MH877497.1
Pseudocercospora chengtuensis MH877506.1

Mycosphaerellaceae

Overview Dothideomycetes phylogeny (cont.) — part 2

© 2019 Naturalis Biodiversity Center & Westerdijk Fungal Biodiversity Institute
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Candida broadrunensis KY106372.1
Strelitziana syzygii MH878161.1
Strelitziana australiensis NG_057834.1
Neophaeococcomyces aloes KF777234.1
Exophiala placitae MH874694.1
Knufia petricola FJ358249.1
Cladophialophora proteae FJ372405.1
Exophiala encephalarti HQ599589.1
Brycekendrickomyces acaciae MH874874.1
Cladophialophora eucalypti sp. nov. - Fungal Planet 880
Cf. Pyricularia parasitica KM485030.1
0.89 Hypsotheca maxima KX891228.1
Hypsotheca nigra KP144011.1
Hypsotheca pleomorpha MK442528.1
MK876435.1
MK876434.1
Caliciopsis pinea DQ678097.1 Coryneliaceae
Caliciopsis eucalypti NG_059013.1
Caliciopsis orientalis NG_058741.1
Caliciopsis valentina NG_060419.1
Caliciopsis beckhausii NG_060418.1
Caliciopsis indica GQ259980.1
Aspergillus neoglaber MH868937.1
Aspergillus denticulatus MH878413.1
Aspergillus sublevisporus MH876532.1
Aspergillus bezerrae sp. nov. - Fungal Planet 905
Aspergillus fumigatus MH876787.1
Aspergillus aureolus MH868933.1
Aspergillus pseudofelis MH878094.1
Aspergillus felis MH876952.1
Penicillium abidjanum NG_064064.1
Penicillium anatolicum MH870505.1
Penicillium corylophilum MH869418.1
Penicillium citrinum NG_063989.1
{ Penicillium macrosclerotiorum MH874561.1
Penicillium estinogenum MH876746.1
— Penicillium yezoense NG_064023.1
Penicillium antarcticum NG_064177.
0.98% 4 Penicillium biforme JQ434690.1
Penicillium expansum AB479278.1
Penicillium lunae sp. nov. - Fungal Planet 940
Penicillium indicum MH873084.1
Penicillium herquei MH875690.1
Penicillium malachiteum FJ358281.1
Penicillium adametzii NG_063970 .1
Penicillium jugoslavicum MH873751.1

Strelitzianaceae

0.91 Trichomeriaceae

Chaetothyriales

I Hypsotheca eucalyptorum sp. nov. - Fungal Planet 899

Coryneliales

0.90
\

0.96 Aspergillaceae

Eurotiales

0.01

Overview Eurotiomycetes phylogeny

Consensus phylogram (50 % majority rule) of 7 802 trees resulting from a Bayesian analysis of the LSU sequence alignment (46 taxa including outgroup; 816
aligned positions; 282 unique site patterns) using MrBayes v. 3.2.6 (Ronquist et al. 2012). Bayesian posterior probabilities (PP) >0.84 are shown at the nodes
and thickened lines represent nodes with PP = 1.00. The scale bar represents the expected changes per site. Families and orders are indicated with coloured
blocks to the right of the tree. GenBank accession and/or Fungal Planet numbers are indicated behind the species names. The tree was rooted to Candida
broadrunensis (GenBank KY106372.1) and the taxonomic novelties described in this study for which LSU sequence data were available are indicated in bold
face. The alignment and tree were deposited in TreeBASE (Submission ID S24386).
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Candida broadrunensis KY106372.1

0.99

—

Colletotrichum feijoicola sp. nov. - Fungal Planet 916
Colletotrichum novae-zelandiae MH877051.1
Colletotrichum karstii MH877253.1
Colletotrichum oncidii MH877053.1
Colletotrichum torulosum MH876451.1
Colletotrichum boninense DQ286171.1
Colletotrichum petchii MH875299.1
Colletotrichum hippeastri MH874999.1
Colletotrichum hippeastri MH874998.1
Diaporthe perjuncta NG_059064.1
Diaporthe padi AF408354.1
Diaporthe pustulata AF408357.1
Phaeocytostroma plurivorum JX681106.1
Diaporthe oncostoma AF408353.1
m Diaporthe eres AF408350.1
Diaporthe oncostoma MF373352.1
Diaporthe maritima KU552030.1
Diaporthe angelicae NG_059068.1
Diaporthe arctii AF362562.1
0.994; LC480422.1
LC480421.1
Diaporthe phaseolorum AY346279.1
Diaporthe actinidiae KX609783.1
Cytospora pavettae sp. nov. - Fungal Planet 8389
Cytospora nitschkei MH874559.1
Cytospora thailandica MH253456.1
Cytospora lumnitzericola MH253453.1
Cytospora xylocarpi MH253454.1
Coniella tibouchinae JQ281777.2
Coniella limoniformis NG_058964.1
1 Coniella africana AY339293.1
Coniella straminea AY339296.1

I Diaporthe fructicola sp. nov. - Fungal Planet 920

097" ] Coniella nicotianae MH878278.1

0.99]

0.87

Coniella diospyri MK047490.1
MK876423.1
= MK876422.1
Ambarignomonia petiolorum AY818963.1
ﬁrococcus castaneae KX929769.1

I Coniella pseudodiospyri sp. nov. - Fungal Planet 873

Cryptodiaporthe aubertii KX929803.1

Neognomoniopsis quercina gen. et sp. nov. - Fungal Planet 898

Gnomoniopsis chamaemori EU255107.1

0.93—> { Gnomoniopsis smithogilvyi MH877030.1

Gnomoniopsis rosae MK047501.1

Plagiostoma inclinatum EU255183.1

Plagiostoma euphorbiae AF408382.1
Plagiostoma amygdalinae EU255165.1

0.994- Plagiostoma pseudobavaricum EU255186.1

0.98{

0.01

Overview Diaporthales and

Plagiostoma salicellum AF408345.1

I Plagiostoma aesculi EU255164.1
Plagiostoma apiculatum EU255166.1
Plagiostoma rhododendri EU255187.1

Plagiostoma fraxini AF362552.1
Plagiostoma devexum EU255171.1

Glomerellales (Sordariomycetes) phylogeny

Glomerellaceae

Diaporthaceae

Cytosporaceae

Schizoparmaceae

Gnomoniaceae

Glomerellales

Diaporthales

Consensus phylogram (50 % majority rule) of 21 752 trees resulting from a Bayesian analysis of the LSU sequence alignment (54 taxa including outgroup; 781
aligned positions; 185 unique site patterns) using MrBayes v. 3.2.6 (Ronquist et al. 2012). Bayesian posterior probabilities (PP) >0.84 are shown at the nodes
and thickened lines represent nodes with PP = 1.00. The scale bar represents the expected changes per site. Families and orders are indicated with coloured
blocks to the right of the tree. GenBank accession and/or Fungal Planet numbers are indicated behind the species names. The tree was rooted to Candida
broadrunensis (GenBank KY106372.1) and the taxonomic novelties described in this study for which LSU sequence data were available are indicated in bold

face. The alignment and tree

were deposited in TreeBASE (Submission ID S24386).

© 2019 Naturalis Biodiversity Center & Westerdijk Fungal Biodiversity Institute
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Candida broadrunensis KY106372.1
Cylindrium syzygii JQ044441.1
Cylindrium purgamentum KY173525.1
Cylindrium sp. MK876426.1
Cylindrium grande sp. nov. - Fungal Planet 900
Tristratiperidium microsporum KT696539.1
0.93ly Cylindrium elongatum KM231732.1
0.01 Cylindrium elongatum KM231733.1
Cylindrium algarvense MH874925.1
Cylindrium aeruginosum MH870373.1
— Niesslia stellenboschiana sp. nov. - Fungal Planet 868
I Acremonium nigrosclerotium MH872160.1
+ Niesslia tenuis MH870489.1

Cylindriaceae

Niesslia exilis AY489720.1

Acremonium pseudozeylanicum NG_056989.1
0.05 Niesslia pulchriseta MG826848.1
Rosasphaeria moravica JF440985.1
Eucasphaerla rustici KY173501.1
Eucasphaerla capensis EF110619.1

Niessliaceae
Niesslia cladoniicola MG826850.1
0.90 Niesslia exigua MG826738.1

Niesslia aemula MG826847.1
Niesslia arcticola NG_058531.1
Niesslia curvisetosa NG_058532.1

Niesslia aemula MG826805.1

Niesslia aemula MG826761.1

Niesslia exosporioides MH872254.1

0. 37 Niesslia india CBS 313.61

Acremonium lichenicola MH871536.1

Phialoseptomonium eucalypti gen et sp. nov. - Fungal Planet 874
Trichonectria rectipila MH873746.1

Mariannaea humicola KM231619.1

Mariannaea aquaticola GQ153837.1
Mariannaea fusiformis KX986140.1
Mariannaea terricola sp. nov. - Fungal Planet 930
Mariannaea punicea MH878302.1
Mariannaea elegans MH875521.1

Hypocreales

Nectriaceae

Overview Hypocreales (Sordariomycetes) phylogeny

Consensus phylogram (50 % majority rule) of 13 052 trees resulting from a Bayesian analysis of the LSU sequence alignment (37 taxa including outgroup; 761
aligned positions; 181 unique site patterns) using MrBayes v. 3.2.6 (Ronquist et al. 2012). Bayesian posterior probabilities (PP) >0.84 are shown at the nodes
and thickened lines represent nodes with PP = 1.00. The scale bar represents the expected changes per site. Families and orders are indicated with coloured
blocks to the right of the tree. GenBank accession and/or Fungal Planet numbers are indicated behind the species names. The tree was rooted to Candida
broadrunensis (GenBank KY106372.1) and the taxonomic novelties described in this study for which LSU sequence data were available are indicated in bold
face. The alignment and tree were deposited in TreeBASE (Submission ID S24386).
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Dictyochaeta mimusopis MH107935.1
Chaetosphaeria rivularia KR347357.1
Menisporopsis anisospora MH874421.1
Thozetella pandanicola MH376740.1
0.96 Thozetella pinicola EU825195.1
Thozetella neonivea sp. nov. - Fungal Planet 892
Thozetella tocklaiensis MH869349.1
Thozetella fabacearum NG_059767.1
Botryotrichum foricae sp. nov. - Fungal Planet 910
Zopfiella ebriosa AY346305.1
Chaetomidium cephalothecoides AF286413.1
Botryotrichum piluliferum MH869989.1
Chaetomium ancistrocladum MH875681.1
0.964 Chaetomium ancistrocladum MH875662.1
Botryotrichum murorum MH877911.1
Chaetomium circinatum MH873424.1
Phialemonium atrogriseum NG_057883.1
Phialemonium guarroi sp. nov. - Fungal Planet 941
Phialemonium inflatum MH868406.1
Cephalotheca sulfurea AF096188.1
Vermiculariopsiella dichapetali KJ869186.1

Vermiculariopsiella eucalypticola MG386123.1
Vermiculariopsiella acaciae KX228314.1
Vermiculariopsiella lauracearum MK047487.1
Vermiculariopsiella pediculata MH877476.1
Vermiculariopsiella eucalypti KX228303.1

Vermiculariopsiella dunnii sp. nov. - Fungal Planet 871
Coniochaeta hoffmannii MH870996.1
Coniochaeta dendrobiicola sp. nov. - Fungal Planet 917
Coniochaeta angustispora MH872549.1

Coniochaeta mutabilis MH878308.1

Coniochaeta velutina MH870991.1

Coniochaeta luteoviridis MH867444.1

Coniochaeta lignicola MH866886.1

Overview other orders (Sordariomycetes) phylogeny

Ramularia endophylla MH875006.1

Chaetosphaeriaceae

Chaetomiaceae

Cephalothecaceae

Vermiculariopsiellaceae

Coniochaetaceae

Chaetosphaeriales

Sordariales

Vermicula-
riopsiellales

Coniochaetales

Consensus phylogram (50 % maijority rule) of 14 252 trees resulting from a Bayesian analysis of the LSU sequence alignment (35 taxa including outgroup;
724 aligned positions; 192 unique site patterns) using MrBayes v. 3.2.6 (Ronquist et al. 2012). Bayesian posterior probabilities (PP) >0.84 are shown at the
nodes and thickened lines represent nodes with PP = 1.00. The scale bar represents the expected changes per site. Families and orders are indicated with
coloured blocks to the right of the tree. GenBank accession and/or Fungal Planet numbers are indicated behind the species names. The tree was rooted to
Ramularia endophylla (GenBank MH875006.1) and the taxonomic novelties described in this study for which LSU sequence data were available are indicated

in bold face. The alignment and tree were deposited in TreeBASE (Submission ID S24386).

© 2019 Naturalis Biodiversity Center & Westerdijk Fungal Biodiversity Institute
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Ramularia endophylla MH875006.1
008~ Lepteutypa fuckeli KT949903.1 . .
_r— Lepteutypa sambuci KT949906.1 Amphisphaeriaceae
Beltraniella thailandica MH260282.1
Beltraniella humicola MH870044.1
Beltraniella pseudoportoricensis sp. nov. - Fungal Planet 877
Beltraniella ramosiphora MG717502.1
Beltraniella endiandrae NG_058665.1 Beltraniaceae
0.964r Beltraniella portoricensis MH871777.1
Beltraniella pandanicola MH260281.1
069;4 Beltraniella fertilis MF580254.1
Beltraniella acaciae KY173483.1
|_7 Leiosphaerella lycopodina JF440975.1 .
Leiosphaerella praeclara JF440976.1 Pseudomassariaceae
Pestalotiopsis portugalica KM116233.1
Pestalotiopsis microspora KY366173.1
Pestalotiopsis kenyana KM116234.1
Pestalotiopsis papuana KM116240.1
Pestalotiopsis chamaeropis MH867450.1
Seimatosporium vaccinii AF382374.1
Seimatosporium rosicola MG829070.1
Seimatosporium lichenicola MH866329.1
Coryneum folicola MH866705.1
Sporocadus trimorphus MH554196.1
Sporocadus mali MH554261.1
0.974r Seimatosporium rosigenum MG829071.1
0894 Sporocadus rosarum MH554189.1
o] Seimatosporium pseudorosarum KT281912.1
0.98 Diamantinia citrina AY346278.1
Hyponectria buxi AY083834.1
_[ Pseudotruncatella bolusanthi sp. nov. - Fungal Planet 869 Pseudotruncatellaceae fam. nov.
Pseudotruncatella arezzoensis MG192317.1 Fungal Planet 869
Oxydothis metroxylonis KY206764.1
i

0.99

Sporocadaceae

Hyponectriaceae

Oxydothis palmicola KY206765.1 Oxydothidaceae |

85L Oxydothis rhapidicola KY206766.1

Xylaria badia JQ862643.1
096~ Xylaria acuta JQ862637.1
— Entosordaria quercina MF488994.1
osall Entosordaria perfidiosa MF488993.1

Barrmaelia rhamnicola MF488990.1
Barrmaelia oxyacanthae MF488988.1
Barrmaelia macrospora KC774566.1
Barrmaelia moravica MF488987.1

Xylariales

Xylariaceae

Barrmaeliaceae

Anungitiomyces stellenboschiensis gen. et sp. nov. - Fungal Planet 901 Incertae sedis
Arthrinium ovatum NG_042782.1
—L[ Arthrinium malaysianum NG_042780.1 Apiosporiaceae

0.99L Arthrinium kogelbergense NG 042779.1
Oxydothis garethjonesii KY206762.1
Oxydothis frondicola AY083835.1
Vialaea mangifia KF724975.1
Vialaea insculpta KF511803.1 Vialaeaceae
Vialaea minutella KC181924.1
Pseudophloeospora eucalyptorum NG_058245.1
Pseudophloeospora eucalypti HQ599593.1
Polyscytalum neofecundissimum MH107956.1
Subulispora rectilineata MH872029.1
Anungitea grevilleae KX228304.1
Polyscytalum chilense MH107954.1
Anungitea nullica NG_057150.1 Phlogicylindriaceae
Polyscytalum eucalyptigenum NG_057129.1
Phlogicylindrium pawpawense sp. nov. - Fungal Planet 887
Phlogicylindrium uniforme JQ044445.1
Phlogicylindrium mokarei NG_059750.1
Phlogicylindrium dunnii MK442548.1
Phlogicylindrium tereticornis NG_058510.1

Oxydothidaceae |l

0.85

Overview Xylariales (Sordariomycetes) phylogeny

Consensus phylogram (50 % maijority rule) of 35 702 trees resulting from a Bayesian analysis of the LSU sequence alignment (65 taxa including outgroup;
736 aligned positions; 194 unique site patterns) using MrBayes v. 3.2.6 (Ronquist et al. 2012). Bayesian posterior probabilities (PP) >0.84 are shown at the
nodes and thickened lines represent nodes with PP = 1.00. The scale bar represents the expected changes per site. Families and orders are indicated with
coloured blocks to the right of the tree. GenBank accession and/or Fungal Planet numbers are indicated behind the species names. The tree was rooted to
Ramularia endophylla (GenBank MH875006.1) and the taxonomic novelties described in this study for which LSU sequence data were available are indicated
in bold face. The alignment and tree were deposited in TreeBASE (Submission ID S24386).
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Candida broadrunensis KY106372.1
— Drechslerella brochopaga AY261176.1
Dactylella bolusanthi sp. nov. - Fungal Planet 870
Orbilia cardui KT222403.1
Dactylella zhongdianensis KT380101.1
Orbilia asomatica KT222399.1
Dactylella rhopalota AY261177.1
Umbilicaria calvescens HM161604.1

Orbiliaceae

Orbiliales
Orbiliomycetes

Umblill.can-a indica JQ739992.1 Umbilicariaceae _gg
Umbilicaria thamnodes JQ740000.1 ) 8 8
Umbilicaria squamosa JQ739998.1 ko)
Neoacrodontiella eucalypti gen et sp. nov. - Fungal Planet 888 S B é
AL[ Cytosporella chamaeropis MH871929.1 Acarosporaceae §g o
Acarospora thamnina KF024746.1 < % 8
Corticifraga peltigerae KY661661.1 o §
. (7]
L Taitaia aurea NG._060021.1. e e -§% =
Gomphillus americanus KY381580.1 6-5
Gomphillus calycioides MH887485.1
Chaetomella acutiseta AY544679.1
Chaetomella pseudocircinoseta sp. nov. - Fungal Planet 879 B
L Chaetomella circinoseta MH869712.1 %
Pilidium acerinum MH871956.1 Chaetomellaceae g
0.94 Pyrenochaeta ligni-putridi MH874134.1 g
Sphaerographium nyssicola MH876287.1 5
Pilidium septatum NG_060185.1
— Mollisia lividofusca MH878517.1
Mollisia endocrystallina sp. nov. - Fungal Planet 932
Patellariopsis dennisii MK120898.1 Mollisiaceae 5’3
Mollisia ligni MF161301.1 f');
Acidomelania panicicola KF874624.1 g
o5al Cadophora luteo-olivacea MF494615.1 3
Pyrenopeziza lonicerae MH869339.1 9 9
Cadophora fastigiata JN938877.1 _g
Pyrenopeziza chamaenerii MH869336.1 %
 Cadophora luteo-olivacea MH876422.1 ac

Cadophora malorum MH869241.1 Ploettnerulaceae
Cadophora fastigiata MH871243.1

Cadophora helianthi sp. nov. - Fungal Planet 911

Rhynchosporium agropyri KU844334.1

Rhynchosporium orthosporum KU844335.1
[ Rhynchosporium lolii KU844336.1

0.1

Overview Orbiliomycetes, Lecanoromycetes and Leotiomycetes phylogeny

Consensus phylogram (50 % majority rule) of 58 402 trees resulting from a Bayesian analysis of the LSU sequence alignment (41 taxa including outgroup; 812
aligned positions; 350 unique site patterns) using MrBayes v. 3.2.6 (Ronquist et al. 2012). Bayesian posterior probabilities (PP) >0.84 are shown at the nodes
and thickened lines represent nodes with PP = 1.00. The scale bar represents the expected changes per site. Families, orders and classes are indicated with
coloured blocks to the right of the tree. GenBank accession or Fungal Planet numbers are indicated behind the species names. The tree was rooted to Candida
broadrunensis (GenBank KY106372.1) and the taxonomic novelties described in this study for which LSU sequence data were available are indicated in bold
face. The alignment and tree were deposited in TreeBASE (Submission ID S24386).

© 2019 Naturalis Biodiversity Center & Westerdijk Fungal Biodiversity Institute
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Fungal Planet 868 — 19 July 2019

Niesslia stellenboschiana Crous, sp. nov.

Etymology. Name refers to Stellenbosch, South Africa, where this fungus
was collected.

Classification — Niessliaceae, Hypocreales, Sordariomy-
cetes.

Colonies flat, spreading, forming mucoid orange conidial masses
on densely aggregated sporodochia. Mycelium of hyaline,
smooth, branched, septate, 1.5—2.5 mm diam hyphae. Conidio-
phores aggregated in clusters, subcylindrical, hyaline, smooth,
1-3-septate, 7-35 x 2.5-3.5 mm, branched, with secondary
and tertiary branches 6—10 x 2.5—3.5 mm, giving rise to 1-4
cymbiform phialides, 8—10 x 2—3 mm, with visible periclinal
thickening, and short, non-flared collarettes, 0.5—1.5 mm long.
Conidia aseptate, solitary, aggregating in mucoid mass, hya-
line, smooth, guttulate, cylindrical, straight, apex obtuse, base
tapered, truncate, 0.5 mm diam, (6-)6.5-7(-8) x (1.5—-)2 mm.

Culture characteristics — Colonies flat, spreading, with sparse
aerial mycelium and smooth, lobate margin, reaching 35 mm
diam after 2 wk at 25 °C. On MEA surface and reverse saf-
fron. On PDA and OA surface and reverse amber with diffuse
amber pigment.

Typus. SoutH ArrIcA, Western Cape Province, Stellenbosch Mountain,
on leaves of Eucalyptus sp. (Myrtaceae), 2016, P.W. Crous (holotype CBS
H-23933, culture ex-type CPC 34689 = CBS 145531, ITS and LSU sequences
GenBank MK876400.1 and MK876441.1, MycoBank MB830822).

Colourillustrations. Eucalyptus leaf N. stellenboschiana was isolated from.
Colony on oatmeal agar; conidiophores with conidiogenous cells; conidia.
Scale bars =10 ym.

Notes — Species of Niesslia are commonly isolated from
plant litter. As presently defined, Niesslia includes asexual
morphs formerly known as Monocillium (Gams et al. 2019).
Niesslia stellenboschiana clustered between N. tenuis and
‘Acremonium’ nigrosclerotium, and further phylogenetic studies
will be required to resolve the taxonomy of this complex.

Based on a megablast search of NCBIs GenBank nucleotide
database, the closest hits using the ITS sequence had highest
similarity to Monocillium ligusticum (GenBank MF681489.1;
Identities = 530/568 (93 %), 10 gaps (1 %)), Monocillium tenue
(GenBank MG826947.1; Identities = 538/577 (93 %), 16 gaps
(2 %)) and Niesslia subiculosa (GenBank MG826970.1; Identi-
ties = 523/562 (93 %), 12 gaps (2 %)). Closest hits using the
LSU sequence are Acremonium nigrosclerotium (GenBank
MH872160.1; Identities = 824/836 (99 %), 1 gap (0 %)), Mono-
cillium tenue (GenBank MH870489.1; Identities = 822/836
(98 %), 1 gap (0 %)), Niesslia exilis (GenBank AY489720.1;
Identities = 822/836 (98 %), 1 gap (0 %)) and Acremonium
pseudozeylanicum (GenBank HQ232101.1; Identities = 811/
826 (98 %), 2 gaps (0 %)).

Pedro W. Crous & Johannes Z. Groenewald, Westerdijk Fungal Biodiversity Institute, P.O. Box 85167,
3508 AD Utrecht, The Netherlands; e-mail: p.crous@wi.knaw.nl & e.groenewald@wi.knaw.nl

© 2019 Naturalis Biodiversity Center & Westerdijk Fungal Biodiversity Institute
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Fungal Planet 869 — 19 July 2019

Pseudotruncatellaceae Crous, fam. nov.

Etymology. Name refers to the genus Pseudotruncatella.

Classification — Pseudotruncatellaceae, Amphisphaeriales,
Sordariomycetes.

Conidiomata acervular to pycnidioid, gregarious, oval. Conidio-
phores arising from basal and lateral cells in cavity, cylindrical,
septate, branched, at times reduced to conidiogenous cells,
smooth, hyaline. Conidiogenous cells subcylindrical, hyaline,

smooth, proliferating percurrently at apex. Conidia fusoid, straight,
septate, with central tubular apical appendage, unbranched
or bifurcate; basal cell, narrowly obconic with a truncate base,
hyaline, smooth; two median cells dark brown, smooth, gut-
tulate, thick-walled, fusoid. Sexual morph unknown.

Type genus: Pseudotruncatella R.H. Perera et al.
MycoBank MB830823.

Pseudotruncatella bolusanthi Crous, sp. nov.

Etymology. Name refers to Bolusanthus, the host genus from which this
fungus was isolated.

Conidiomata acervular to pycnidioid, gregarious, oval, 150—200
mm diam. Conidiophores arising from basal and lateral cells in
cavity, cylindrical, 0—3-septate, branched, at times reduced to
conidiogenous cells, smooth, hyaline, 10—30 x 3—4 mm. Coni-
diogenous cells subcylindrical, hyaline, smooth, proliferating
percurrently at apex, 8—12 x 2—3 mm. Conidia (15-)17-20(-22)
x (56-)6.5—7 mm, fusoid, straight, 2-septate, constricted at
medium septum, with central tubular apical appendage, un-
branched or bifurcate, 15—-30 x 1.5—2 mm:; basal cell 3-5
x 4—5 mm, narrowly obconic with a truncate base, hyaline,
smooth; two median cells (13-)14-15(-17) x (5—-)6.5—7 mm,
dark brown, smooth, guttulate, thick-walled, fusoid.

Culture characteristics — Colonies flat, spreading, with
moderate aerial mycelium and smooth, lobate margin, reach-
ing 40 mm diam after 2 wk at 25 °C. On MEA surface hazel,
reverse isabelline. On PDA surface honey, reverse isabelline
in centre, honey in outer region. On OA surface honey.

Typus. SoutH AFricA, Mpumalanga Province, Kruger National Park, on
leaves of Bolusanthus speciosus (Fabaceae), 19 Nov. 2010, P.W. Crous,
HPC 2263 (holotype CBS H-23934, culture ex-type CPC 34700 = CBS
145532, ITS and LSU sequences GenBank MK876407.1 and MK876448.1,
MycoBank MB830824).

Colour illustrations. Leaves of Bolusanthus speciosus. Conidiomata on
oatmeal agar; conidiogenous cells and conidia; conidia. Scale bars = 10 ym.

Notes — The genera of appendaged coelomycetes in Spo-
rocadaceae have recently been treated by Liu et al. (2019). The
monotypic genus Pseudotruncatella was introduced by Perera
et al. (2018) for a truncatella-like coelomycete occurring on dead
branches of Cytisus and Helichrysumin Italy. Pseudotruncatella
bolusanthi can be distinguished from P. arezzoensis (conidia
20-25 x 5.4—6.5 ym, 3-septate), based on its smaller, 2-sep-
tate conidia. Pseudotruncatellaceae is allied to a sequence of
Hyponectria buxi (Hyponectriaceae), although there are no
cultures to confirm the placement of the latter family.

Based on a megablast search of NCBIs GenBank nucleotide
database, the closest hits using the ITS sequence had high-
est similarity to Pseudotruncatella arezzoensis (GenBank
MG192321.1; Identities = 477/508 (94 %), 9 gaps (1 %)), Cas-
tanediella eucalypti (GenBank KR476723.1; Identities = 468/
518 (90 %), 14 gaps (2 %)) and Castanediella communis (Gen-
Bank KY173393.1; Identities = 475/527 (90 %), 14 gaps (3 %)).
Closest hits using the LSU sequence are Pseudotruncatella
arezzoensis (GenBank MG192317.1; Identities = 784/786
(99 %), 1 gap (0 %)), Pseudophloeospora eucalyptorum (Gen-
Bank MH878224.1; Identities = 760/786 (97 %), 1 gap (0 %))
and Oxydothis garethjonesii (GenBank KY206762.1; Identi-
ties = 760/787 (97 %), 3 gaps (0 %)).

Pedro W. Crous & Johannes Z. Groenewald, Westerdijk Fungal Biodiversity Institute, P.O. Box 85167,
3508 AD Utrecht, The Netherlands; e-mail: p.crous@wi.knaw.nl & e.groenewald@wi.knaw.nl
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Dactylella bolusanthi Crous, sp. nov.

Etymology. Name refers to Bolusanthus, the host genus from which this
fungus was isolated.

Classification — Orbiliaceae, Orbiliales, Orbiliomycetes.

Mycelium consisting of branched, septate, hyaline, smooth,
2.5-3 mm diam hyphae, frequently forming hyphal coils. Coni-
diophores 0—1-septate, mostly reduced to conidiogenous cells,
erect, straight, hyaline, smooth, with apical taper to truncate
apex, 10—50 x 3—4 mm. Conidiogenous cells hyaline, smooth,
subcylindrical with apical taper, phialidic, apex 2 mm diam, col-
larette mostly not visible, 10—-30 x 3—4 mm. Conidia solitary,
fusoid, straight to flexuous, widest in middle, apex subobtuse,
base truncate, 2 mm diam, hyaline smooth, guttulate, 5-11-sep-
tate, (42—)50—-65(-75) x 5(—6) mm.

Culture characteristics — Colonies flat, spreading, surface
folded, with moderate aerial mycelium and smooth, lobate
margin, reaching 40 mm diam after 2 wk at 25 °C. On MEA
surface salmon, reverse saffron. On PDA surface and reverse
dirty white. On OA surface pale luteous to saffron.

Typus. SoutH AFrIcA, Mpumalanga Province, Kruger National Park, on
leaves of Bolusanthus speciosus (Fabaceae), 19 Nov. 2010, P.W. Crous,
HPC 2263 (holotype CBS H-23935, culture ex-type CPC 34702 = CBS
145533, ITS and LSU sequences GenBank MK876387.1 and MK876428.1,
MycoBank MB830825).

Colour illustrations. Leaves of Bolusanthus speciosus. Conidiogenous
cells and conidia. Scale bars = 10 pm.

Notes — Dactylella bolusanthi is similar to other species of
Dactylella (Seifert et al. 2011), as conidiophores are mostly re-
duced to solitary, erect, monophialides on superficial mycelium
(periclinal thickening inconspicuous), and all structures remain
hyaline with age.

Based on a megablast search of NCBIs GenBank nucleotide
database, the closest hits using the ITS sequence had highest
similarity to Dactylella zhongdianensis (GenBank KT222436.1;
Identities = 702/836 (84 %), 44 gaps (5 %)), Dactylella rhopa-
lota (GenBank DQ494369.1; Identities = 493/559 (88 %), 25
gaps (4 %)) and Orbilia cardui (GenBank KT222403.1; Iden-
tities = 503/575 (87 %), 22 gaps (3 %)). Closest hits using
the LSU sequence are Dactylella zhongdianensis (GenBank
KT380101.1; Identities = 822/836 (98 %), 2 gaps (0 %)), Orbilia
cardui (GenBank KT222403.1; Identities = 817/833 (98 %), no
gaps) and Dactylella rhopalota (GenBank AY261177.1; Identi-
ties = 820/840 (98 %), 2 gaps (0 %)).

Pedro W. Crous & Johannes Z. Groenewald, Westerdijk Fungal Biodiversity Institute, P.O. Box 85167,
3508 AD Utrecht, The Netherlands; e-mail: p.crous@wi.knaw.nl & e.groenewald@wi.knaw.nl
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Vermiculariopsiella dunnii Crous & Carnegie, sp. nov.

Etymology. Name refers to Eucalyptus dunnii, the host species from
which this fungus was isolated.

Classification — Helminthosphaeriaceae, Sordariales, Sor-
dariomycetes.

Colonies sporulating profusely throughout on SNA. Setae erect,
brown, cylindrical, straight to flexuous, 150—-200 x 3—4 pm,
thick-walled, smooth, 8—10-septate, tapering towards apex,
developing a head of lateral coiled to whip-like branches
(constricted at base where attached to setae), that are brown,
septate, tapering, containing coiled, septate lateral branches
that could again contain coiled, lateral, branched, mostly asep-
tate branches. Conidiophores arranged in a whorl around base
of setae, pale brown, smooth, subcylindrical, branched or not,
0—6-septate, containing conidiogenous cells that are arranged
laterally along its length or at times reduced to conidiogenous
cells. Conidiogenous cells solitary, monophialidic, discrete, am-
pulliform to subulate, pale brown, 15—-20 x 4—5 ym, apex 1-1.5
pm diam, with minute collarette (1—-2 uym long), at times with
percurrent proliferation at apex. Conidia asymmetrical, fusoid
to subfusoid or oblong, attenuated, base bluntly rounded to
somewhat inflated, aseptate, smooth, hyaline, finely granular,
(6-)7.5-9(=10) x (2—)2.5(=3) pm.

Culture characteristics — Colonies flat, spreading, with sparse
aerial mycelium and smooth, even margin, reaching 25 mm
diam after 2 wk at 25 °C. On MEA surface and reverse ochre-
ous. On PDA surface and reverse isabelline. On OA surface
isabelline.

Typus. AusTrALIA, New South Wales, Yabbra State Forest, Boomi Creek
plantation, on leaves of Eucalyptus dunnii (Myrtaceae), 19 Apr. 2016, A.J. Car-
negie, HPC 2430 (holotype CBS H-23938, culture ex-type CPC 35649 = CBS
145538, ITS and LSU sequences GenBank MK876412.1 and MK876452.1,
MycoBank MB 830826).

Colour illustrations. Eucalyptus dunnii plantation. Colony on oatmeal agar;
setae and conidiogenous cells; conidia. Scale bars = 10 ym.

Notes — Vermiculariopsiella dunnii is closely related to
V. eucalypti (conidia (56—)7-9(-10) x (2—)2.5 ym; on leaves of
Eucalyptus regnans, Australia, Victoria, Toolangi State Forest;
Crous et al. 2016). In our overview phylogeny of Vermiculari-
opsiella it clusters apart with isolate KAS819, suggesting it to
be a distinct species. A revision of the genus is presently in
preparation, and will be published elsewhere.

Based on a megablast search of NCBIs GenBank nucleotide
database, the closest hits using the ITS sequence had high-
est similarity to Vermiculariopsiella eucalypti (GenBank NR_
154637.1; Identities = 525/538 (98 %), 6 gaps (1 %)), Vermi-
culariopsiella pediculata (as Gyrothrix pediculata, GenBank
HF678527.1; Identities = 494/519 (95 %), 12 gaps (2 %))
and Vermiculariopsiella lauracearum (GenBank MK047436.1;
Identities = 516/548 (94 %), 9 gaps (1 %)). Closest hits using
the LSU sequence are Vermiculariopsiella eucalypti (GenBank
KX228303.1; Identities = 806/812 (99 %), no gaps), Vermi-
culariopsiella pediculata (GenBank MH877476.1; Identities =
831/839 (99 %), 1 gap (0 %)) and Vermiculariopsiella laura-
cearum (GenBank MK047487.1; Identities = 804/812 (99 %),
no gaps).

Pedro W. Crous & Johannes Z. Groenewald, Westerdijk Fungal Biodiversity Institute, P.O. Box 85167,
3508 AD Utrecht, The Netherlands; e-mail: p.crous@wi.knaw.nl & e.groenewald@wi.knaw.nl
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Teratosphaeria henryi Crous & Carnegie, sp. nov.

Etymology. Name refers to Corymbia henryi, the host species from which
this fungus was isolated.

Classification — Teratosphaeriaceae, Capnodiales, Dothi-
deomycetes.

Conidiomata pycnidial, solitary, brown, 90-120 mm diam; wall
of 6—8 layers of brown textura angularis. Conidiophores re-
duced to conidiogenous cells lining cavity. Conidiogenous cells
brown, verruculose, subcylindrical with slight apical taper, proli-
ferating percurrently at apex, 6—12 x 3—4 mm. Conidia solitary,
brown, verruculose, aseptate, granular, fusoid, apex sub-
obtuse, base truncate, 2 mm diam, with minute marginal frill,
(7-)8-10(-11) x (2.5-)3(—4) mm.

Culture characteristics — Colonies erumpent, spreading,
surface folded, with moderate aerial mycelium and smooth,
lobate margin, reaching 10 mm diam after 2 wk at 25 °C. On
MEA surface saffron, reverse saffron to ochreous. On PDA
surface and reverse saffron. On OA surface saffron.

Typus. AusTrALIA, New South Wales, Tallawandi plantation, South Grafton,
on leaves of Corymbia henryi (Myrtaceae), 17 Apr. 2016, A.J. Carnegie, HPC
2417 (holotype CBS H-23939, culture ex-type CPC 35715 = CBS 145539,
ITS, LSU, actA, cmdA, rpb2, tefl and tub2 sequences GenBank MK876410.1,
MK876450.1, MK876464.1, MK876470.1, MK876492.1, MK876501.1 and
MK876505.1, MycoBank MB830827).

Colour illustrations. Corymbia plantation. Colony on malt extract agar;
conidiogenous cells; conidia. Scale bars = 10 pm.

Notes — Teratosphaeria henryi is phylogenetically closely
related to T. pseudocryptica (conidia 0—3-septate, 26—)31—
40(-58) x (1.7-)2—-2.5(-3.5) ym (Andjic et al. 2010), P. rubida
(conidia aseptate, 11-)12.5-13.5(—16) x (4.5-)5.5—-6(—6.5) ym
(Taylor et al. 2012) and T. sieberi (conidia aseptate, 4—)6-7
x (2.5-)3 ym) (Crous et al. 2018c), but is distinct based on its
conidial dimensions.

Based on a megablast search of NCBIs GenBank nucleotide
database, the closest hits using the ITS sequence had high-
est similarity to Teratosphaeria pseudocryptica (GenBank
KF442508.1; Identities = 465/490 (95 %), 10 gaps (2 %)),
Teratosphaeria rubida (GenBank MH863388.1; Identi-
ties = 482/508 (95 %), 9 gaps (1 %)) and Teratosphaeria
sieberi (GenBank MH327816.1; Identities = 474/501 (95 %),
5 gaps (0 %)). Closest hits using the LSU sequence are
Teratosphaeria stellenboschiana (GenBank MH874553.1;
Identities = 790/806 (98 %), no gaps), Teratosphaeria nubilosa
(GenBank NG_057854.1; Identities = 790/806 (98 %), no
gaps) and Teratosphaeria destructans (GenBank GU214702.1;
Identities = 790/806 (98 %), no gaps). Closest hits using the
actA sequence had highest similarity to Teratosphaeria cor-
ymbiae (GenBank KF903560.1; Identities = 505/541 (93 %),
3 gaps (0 %)), Teratosphaeria viscida (GenBank KF903563.1;
Identities = 505/541 (93 %), 6 gaps (1 %)) and Teratosphaeria
destructans (GenBank KF903447.1; Identities = 504/541 (93 %),
6 gaps (1 %)). Closest hits using the cmdA sequence had highest
similarity to Teratosphaeria gauchensis (GenBank KF902727.1;
Identities = 412/464 (89 %), 15 gaps (3 %)), Teratosphaeria
molleriana (GenBank KF902737.1; Identities = 413/467 (88 %),
15 gaps (3 %)) and Teratosphaeria majorizuluensis (GenBank
KF902733.1; Identities = 410/465 (88 %), 16 gaps (3 %)).
Closest hits using the rpb2 sequence had highest similar-
ity to Teratosphaeria sieberi (GenBank MH327872.1; Identi-
ties = 824/929 (89 %), no gaps), Teratosphaeria molleriana
(GenBank KX348104.1; Identities = 764/882 (87 %), 4 gaps
(0 %)) and Teratosphaeria gracilis (GenBank MK047548.1;
Identities = 766/886 (86 %), 2 gaps (0 %)). Closest hits using
the tefl sequence had highest similarity to Teratosphaeria
gracilis (GenBank MK047568.1; Identities = 357/427 (84 %), 24
gaps (5 %)), Teratosphaeria zuluensis (GenBank KF903369.1;
Identities = 316/371 (85 %), 20 gaps (5 %)) and Teratosphaeria
corymbiae (GenBank KF903293.1; Identities = 308/362 (85 %),
10 gaps (2 %)). Closest hits using the tub2 sequence had high-
est similarity to Teratosphaeria gracilis (GenBank MK047583.1;
Identities = 543/613 (89 %), 17 gaps (2 %)), Teratosphaeria
nubilosa (GenBank AY725599.1; Identities = 515/606 (85 %),
21 gaps (3 %)) and Teratosphaeria destructans (GenBank
KT343568.1; Identities = 508/603 (84 %), 22 gaps (3 %)).

Pedro W. Crous & Johannes Z. Groenewald, Westerdijk Fungal Biodiversity Institute, P.O. Box 85167,
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Coniella pseudodiospyri Crous & Carnegie, sp. nov.

Etymology. Name refers to a morphological similarity with Coniella dio-
spyri.

Classification — Schizoparmaceae, Diaporthales, Sordario-
mycetes.

Conidiomata separate, immersed to superficial, hyaline, becom-
ing black, 200—300 mm diam, with central dark brown ostiole;
wall of 3—6 layers of brown textura angularis. Conidiophores
densely aggregated, subulate, frequently branched below, 1-2-
septate, 15—25 x 3—4 mm. Conidiogenous cells hyaline, smooth,
subcylindrical with apical taper, 8—12 x 2.5—3.5 mm, covered in
mucoid sheath, apex with periclinal thickening and long collar-
ette. Conidia solitary, aseptate, subhyaline, cylindrical, straight,
smooth-walled, apex subobtuse, base truncate, guttulate, germ
slit absent, (21-)23-26(-27) x 3(-3.5) mm.

Culture characteristics — Colonies flat, spreading, with
sparse to moderate aerial mycelium, covering dish in 2 wk at
25 °C, with concentric circles of pycnidia on surface. On MEA
and PDA surface and reverse umber. On OA surface pale lute-
ous with patches of umber.

Typus. AusTraLiA, New South Wales, Bulladelah State Forest, on leaves
of Eucalyptus microcorys (Myrtaceae), 16 Apr. 2016, A.J. Carnegie, HPC
2420 (holotype CBS H-23940, culture ex-type CPC 35725 = CBS 145540,
ITS, LSU, rpb2 and tefl sequences GenBank MK876381.1, MK876422.1,
MK876479.1 and MK876493.1, MycoBank MB830828).

Colour illustrations. Eucalyptus microcorys forest. Conidiomata on oat-
meal agar; conidiogenous cells; conidia. Scale bars = 300 um (conidiomata),
10 pum (all others).

Notes — The genus Coniella was recently revised by Al-
varez et al. (2016). Coniella pseudodiospyri (on Myrtaceae) is
closely related to C. diospyri ((19-)21-23(—25) x 3(—3.5) mm,
on Diospyros and Trichilia in South Africa; Crous et al. 2018a),
but can be distinguished from that species based on its conidial
dimensions, which are generally larger than those of C. diospyri.

Based on a megablast search of NCBIs GenBank nucleotide
database, the closest hits using the ITS sequence of CPC
35725 had highest similarity to Coniella diospyri (GenBank
NR_161131.1; Identities = 609/609 (100 %), no gaps), Coni-
ella duckerae (GenBank NR_154851.1; Identities = 602/613
(98 %), 2 gaps (0 %)) and Coniella quercicola (GenBank
AY339345.1; Identities = 564/579 (97 %), 6 gaps (1 %)). The
ITS sequences of CPC 35725 and CPC 35609 are identical
over 609 nucleotides. Closest hits using the LSU sequence
of CPC 35725 are Coniella diospyri (GenBank MK047490.1;
Identities = 830/830 (100 %), no gaps), Coniella limoniformis
(GenBank NG_058964.1; Identities = 813/817 (99 %), no gaps)
and Coniella tibouchinae (GenBank JQ281777.2; Identities =
823/830 (99 %), no gaps). The LSU sequences of CPC 35725
and CPC 35609 are identical over 818 nucleotides. Closest hits
using the rpb2 sequence of CPC 35725 had highest similarity to
Coniella diospyri (GenBank MK047543.1; Identities = 789/813
(97 %), no gaps), Coniella limoniformis (GenBank KX833492.1;
Identities = 702/767 (92 %), no gaps) and Coniella tibouchi-
nae (GenBank KX833507.1; Identities = 701/767 (91 %), no
gaps). The rpb2 sequences of CPC 35725 and CPC 35609 are
identical over 831 nucleotides. Closest hits using the tefl se-
quence of CPC 35725 had highest similarity to Coniella diospyri
(GenBank MKO047563.1; Identities = 444/472 (94 %), 3 gaps
(0 %)), Coniella tibouchinae (GenBank JQ281779.1; Identi-
ties = 301/346 (87 %), 11 gaps (3 %)) and Coniella africana (Gen-
Bank KX833600.1; Identities = 300/357 (84 %), 21 gaps (5 %)).
The tefl sequences of CPC 35725 and CPC 35609 are identical
over 473 nucleotides.
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Phialoseptomonium Crous & Carnegie, gen. nov.

Etymology. Phialo = phialides, septo = conidial septa, and -monium —from
Acremonium.

Classification — Nectriaceae, Hypocreales, Sordariomy-
cetes.

Mycelium consisting of hyaline, smooth, branched, septate hy-
phae. Conidiophores erect, straight to flexuous, arising directly
from hyphae or from a basal stalk, subcylindrical, septate,
giving rise to a rosette of conidiophores. Conidiophores erect,

flexuous, subcylindrical with apical taper, hyaline but base at
times appearing greenish olivaceous, septate. Conidiogenous
cells apical, integrated, subcylindrical, phialidic with minute non-
flared collarette. Conidia solitary, aggregating in mucoid mass,
hyaline, smooth, granular, fusoid, straight, medianly 1-septate,
apex obtuse, base truncate.

Type species. Phialoseptomonium eucalypti Crous & Carnegie.
MycoBank MB830829.

Phialoseptomonium eucalypti Crous & Carnegie, sp. nov.

Etymology. Name refers to Eucalyptus, the host genus from which this
fungus was isolated.

Mycelium consisting of hyaline, smooth, branched, septate,
1.5-2 mm diam hyphae. Conidiophores erect, straight to flexu-
ous, arising directly from hyphae or from a basal stalk, sub-
cylindrical, 0—2-septate, 10-30 x 3—4.5 mm, giving rise to a
rosette (2—6) of conidiophores. Conidiophores erect, flexuous,
subcylindrical with apical taper, hyaline but base at times ap-
pearing greenish olivaceous, 5-7-septate, 190-220 x 2.5-3
mm. Conidiogenous cells apical, integrated, subcylindrical,
phialidic with minute non-flared collarette (1 mm long), apex
1.5—-2 mm diam, 90-120 x 2.5—-3 mm. Conidia solitary, ag-
gregating in mucoid mass, hyaline, smooth, granular, fusoid,
straight, medianly 1-septate, apex obtuse, base truncate, 1.5
mm diam, (16—-)19-21(—23) x 3(—3.5) mm.

Culture characteristics — Colonies flat, spreading, with folded
surface, moderate aerial mycelium and smooth, lobate margin,
reaching 60 mm diam after 2 wk at 25 °C. On MEA surface and
reverse luteous. On PDA surface and reverse pale luteous. On
OA surface saffron.

Typus. AusTrALIA, New South Wales, Boorabee State Forest, McCorquo-
dale plantation, on leaves of Eucalyptus grandis x camaldulensis clone
(Myrtaceae), 20 Apr. 2016, A.J. Carnegie, HPC 2431 (holotype CBS H-23941,
culture ex-type CPC 35732 = CBS 145542, ITS and LSU sequences Gen-
Bank MK876402.1 and MK876443.1, MycoBank MB830830).

Colour illustrations. Eucalyptus grandis x camaldulensis plantation. Coni-
diophores on pine needle agar; conidia; flexuous conidiophores. Scale bars =
10 um.

Notes — Phialoseptomonium eucalypti clusters with two
acremonium-like isolates (Giraldo & Crous 2019), namely
‘A. lichenicola’ CBS 303.70 and ‘A. rhabdosporum’ CBS 438.66,
which may be congeneric. Both the latter species have cylindri-
cal, septate conidia.

Based on a megablast search of NCBIs GenBank nucleotide
database, the closest hits using the ITS sequence had highest
similarity to Acremonium lichenicola (GenBank MH859549.1;
Identities = 542/596 (91 %), 14 gaps (2 %)), Acremonium rhab-
dosporum (GenBank MH858850.1; Identities = 535/593 (90 %),
10gaps (1 %))and Trichonectriarectipila(GenBank NR_160175.1;
Identities = 465/523 (89 %), 13 gaps (2 %)). The ITS sequence
is also 2—6 nucleotides similar to unidentified sequences from
an unpublished study on dark pigmented epifoliar fungi forming
sooty patches on trees in a tropical rainwood forest (GenBank
HE584928.1-HE584933.1). Closest hits using the LSU se-
quence are Acremonium lichenicola (GenBank MH871536.1;
Identities = 798/816 (98 %), no gaps), Sarcopodium flavolana-
tum (GenBank MH876362.1; Identities = 794/816 (97 %), no
gaps) and Sarcopodium macalpinei (GenBank MH876364.1;
Identities = 791/816 (97 %), no gaps).
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Angus J. Carnegie, Forest Health & Biosecurity, NSW Department of Primary Industries, Forestry, Level 12,
10 Valentine Ave, Parramatta NSW 2150, Australia; e-mail: angus.carnegie@dpi.nsw.gov.au

© 2019 Naturalis Biodiversity Center & Westerdijk Fungal Biodiversity Institute
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Fusicladium eucalyptigenum Crous & M.J. Wingf., sp. nov.

Etymology. Name refers to Eucalyptus, the host genus from which this
fungus was isolated.

Classification — Sympoventuriaceae, Venturiales, Dothideo-
mycetes.

Mycelium consisting of medium brown, smooth, branched, sep-
tate, 2—2.5 mm diam hyphae. Conidiophores erect, 0—1-sep-
tate, mostly reduced to conidiogenous cells, straight to
geniculous-sinuous, subcylindrical, 5—20 x 2.5—3 mm, medium
brown, smooth, proliferating sympodially, scars thickened,
darkened, not refractive, 1-1.5 mm diam. Conidia occurring
in branched chains; ramoconidia medium brown, subcylindri-
cal, 0—1-septate, 12—20 x 2—3 mm; conidia subcylindrical,
straight, hyaline to pale brown, guttulate, medianly 1-septate;
hila thickened and darkened, 1-1.5 mm diam, (13—-)16-18(—20)
x (1.5-)2-2.5 mm.

Culture characteristics — Colonies erumpent, spreading,
with moderate aerial mycelium and smooth, lobate margin,
reaching 20 mm diam after 2 wk at 25 °C. On MEA, PDA and
OA surface and reverse umber.

Typus. MaLarsia, on twigs of Eucalyptus sp. (Myrtaceae), 22 Mar. 2018,
M.J. Wingfield, HPC 2394 (holotype CBS H-23942, culture ex-type CPC
35746 = CBS 145543, ITS and LSU sequences GenBank MK876390.1 and
MK876431.1, MycoBank MB830831).

Colour illustrations. Eucalyptus forest. Colony on oatmeal agar; conidio-
phores, conidiogenous cells and conidia. Scale bars = 10 pm.

Notes — ‘Fusicladium’ eucalyptigenum is closely related to
‘Fusicladium’ amoenum (conidia (6—)10.5—-12.8(—17.3) x (1.5-)
2.4-3(-3.8) ym) and ‘F.’ paraamoenum (conidia (13-)15-20
(—28) x (3—)3.5(—4) um; Crous et al. 2016), but is distinct based
on its conidial dimensions. The Fusicladium generic complex
is presently being revised and will be published elsewhere.

Based on a megablast search of NCBIs GenBank nucleotide
database, the closest hits using the ITS sequence had highest
similarity to ‘Fusicladium’ amoenum (GenBank MH862514.1;
Identities = 529/554 (95 %), 1 gap (0 %)), ‘Fusicladium’ para-
amoenum (GenBank NR_155093.1; Identities = 527/557
(95 %), 4 gaps (0 %)) and ‘Fusicladium’ intermedium (GenBank
EU035432.1; Identities = 489/530 (92 %), 3 gaps (0 %)). Clo-
sest hits using the LSU sequence are ‘Fusicladium’ paraamoe-
num (GenBank NG_058242.1; Identities = 721/728 (99 %), no
gaps), ‘Fusicladium” amoenum (GenBank EU035425.1; Iden-
tities = 720/728 (99 %), no gaps) and ‘Fusicladium’ interme-
dium (GenBank EU035432.1; Identities = 712/729 (98 %), 1
gap (0 %)).

Pedro W. Crous & Johannes Z. Groenewald, Westerdijk Fungal Biodiversity Institute, P.O. Box 85167,
3508 AD Utrecht, The Netherlands; e-mail: p.crous@wi.knaw.nl & e.groenewald@wi.knaw.nl
Michael J. Wingfield, Department of Biochemistry, Genetics and Microbiology, Forestry and Agricultural Biotechnology Institute (FABI),

Faculty of Natural and Agricultural Sciences, University of Pretoria,

Private Bag X20, Hatfield 0028, Pretoria, South Africa; e-mail: mike.wingfield@fabi.up.ac.za

© 2019 Naturalis Biodiversity Center & Westerdijk Fungal Biodiversity Institute
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Pseudosydowia eucalyptorum Crous & Carnegie, sp. nov.

Etymology. Name refers to Eucalyptus, the host genus from which this
fungus was isolated.

Classification — Saccotheciaceae, Dothideales, Dothidio-
mycetes.

Mycelium consisting of branched, septate, smooth, hyaline,
5—6 mm diam hyphae. Conidiomata appearing as sporodochia
on agar surface, consisting of aggregated clusters of conidio-
genous cells arising directly from hyphae, reduced to loci on
hyphae or ampulliform, hyaline, proliferating percurrently at
apex, (2-)10-20 x (2—)5—6 mm. Conidia solitary, fusoid-ellip-
soid, aseptate, apex obtuse, base truncate, hyaline, smooth-
walled, becoming thick-walled and medium brown with age,
straight to curved; hyaline conidia 5-10(-13) x (2.5-)3(-3.5)
mm; pigmented conidia (11-)15-17(—-21) x (3.5—)4—-5 mm.

Culture characteristics — Colonies flat, spreading, with
sparse aerial mycelium and smooth, lobate margin, reaching
35 mm diam after 2 wk at 25 °C. On MEA surface and reverse
saffron. On PDA surface umber, reverse greenish olivaceous.
On OA surface umber.

Typus. AusTraLiA, New South Wales, Nundle State Forest, Boundary Road,
on leaves of Eucalyptus sp. (Myrtaceae), 23 May 2016, A.J. Carnegie, HPC
2455 (holotype CBS H-23943, culture ex-type CPC 35811 = CBS 145546,
ITS and LSU sequences GenBank MK876406.1 and MK876447.1, MycoBank
MB830832).

Colour illustrations. Eucalyptus forest. Colony on oatmeal agar; conid-
iogenous cells and conidia. Scale bars = 10 pm.

Notes — Pseudosydowia eucalyptorum is closely related to
P. eucalypti (hyaline conidia, 8—13(—15) x 2—4(—5) ym; pig-
mented conidia 6—8(-10) x (2.3—)3—5.5 mm; Cheewangkoon
et al. 2009), but has larger conidia.

Based on a megablast search of NCBIs GenBank nucleotide
database, the closest hits using the ITS sequence had high-
est similarity to Sydowia sp. (GenBank MF683457.1; Identi-
ties = 583/594 (98 %), 2 gaps (0 %)), Pseudosydowia euca-
lypti (as Selenophoma eucalypti, GenBank AY293059.1; Identi-
ties = 551/568 (97 %), 4 gaps (0 %)) and Saccothecium rubi
(GenBank NR_148096.1; Identities = 525/561 (94 %), 11 gaps
(1 %)). Closest hits using the LSU sequence are Pseudosydowia
eucalypti (GenBank GQ303327.2; Identities = 824/828 (99 %),
no gaps), Selenophoma mahoniae (GenBank EU754213.1;
Identities = 833/853 (98 %), no gaps) and Saccothecium rubi
(GenBank NG_059644.1; Identities = 811/833 (97 %), 2 gaps
(0 %)).

Pedro W. Crous & Johannes Z. Groenewald, Westerdijk Fungal Biodiversity Institute, P.O. Box 85167,
3508 AD Utrecht, The Netherlands; e-mail: p.crous@wi.knaw.nl & e.groenewald@wi.knaw.nl

Angus J. Carnegie, Forest Health & Biosecurity, NSW Department of Primary Industries, Forestry, Level 12,
10 Valentine Ave, Parramatta NSW 2150, Australia; e-mail: angus.carnegie@dpi.nsw.gov.au

© 2019 Naturalis Biodiversity Center & Westerdijk Fungal Biodiversity Institute
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Beltraniella pseudoportoricensis Crous, sp. nov.

Etymology. Name refers to a morphology similar to that of Beltraniella
portoricensis.

Classification — Beltraniaceae, Xylariales, Sordariomycetes.

Setae simple, erect, straight, thick-walled, coarsely verruculose
toward apex, brown, 1-3-septate, arising from globose to
lobate basal cell, tapering to acute apex, 75-230 x 3—6 mm.
Conidiophores simple or branched, pale olivaceous, 10-20 x
4-6 mm, 1-septate, denticulate. Conidiogenous cells subcy-
lindrical, smooth, pale brown, 8—12 x 4—6 mm, with several
denticles, 1 mm diam. Supporting cells hyaline, oval to fusoid or
obclavate with a single denticle, 10—-12 x 3.5—4.5 mm. Conidia
aseptate, smooth, lageniform to navicular, distal end truncate,
proximal end rostrate, subhyaline with hyaline transverse band,
(23-)25-27(—30) x 6—6.5(—7) mm.

Culture characteristics — Colonies flat, spreading, with
sparse aerial mycelium and even, smooth margins, covering
dish after 2 wk at 25 °C. On MEA and PDA surface and reverse
olivaceous grey. On OA surface smoke grey with patches of
olivaceous grey.

Typus. SouTH AFricA, Western Cape Province, Cape Town, Kirstenbosch
Botanical Garden, on leaf litter of Podocarpus falcatus (Podocarpaceae),
1 Mar. 2016, P.W. Crous (holotype CBS H-23944, culture ex-type CPC
34929 = CBS 145547, ITS and LSU sequences GenBank MK876377.1 and
MK876416.1, MycoBank MB830833).

Colour illustrations. Leaves and fruit of Podocarpus falcatus. Setae,
conidiogenous cells, supporting cells and conidia. Scale bars = 10 ym.

Notes — Beltraniella pseudoportoricensis forms part of the
B. portoricensis species complex. The type (on Odina wodier
from India) is not known from culture, but a recent reference
isolate (on Mangifera indica, culture NFCCI 3993; conidia
20-25(-31) x 5.5—-7 mm; Rajeshkumar et al. 2016) is phylo-
genetically distinct. We consequently describe the South African
collection as new.

Based on a megablast search of NCBIs GenBank nucleotide
database, the closest hits using the ITS sequence had highest
similarity to Beltraniella sp. CGL-2017a (as Beltraniella ramosi-
phora, GenBank MG717500.1; Identities = 531/536 (99 %), no
gaps), Beltraniella portoricensis (GenBank KU212349.1; Iden-
tities = 584/591 (99 %), 1 gap (0 %)) and Beltraniella fertilis
(GenBank MF580247.1; Identities = 543/552 (98 %), 2 gaps
(0 %)). Closest hits using the LSU sequence are Beltraniella
pandanicola (GenBank MH260281.1; Identities = 828/834
(99 %), 1 gap (0 %)), Beltraniella portoricensis (GenBank
MH871777.1; Identities = 828/834 (99 %), 1 gap (0 %)) and Bel-
traniella humicola (GenBank MH870044.1; Identities = 828/834
(99 %), 1 gap (0 %)).

Pedro W. Crous & Johannes Z. Groenewald, Westerdijk Fungal Biodiversity Institute, P.O. Box 85167,
3508 AD Utrecht, The Netherlands; e-mail: p.crous@wi.knaw.nl & e.groenewald@wi.knaw.nl

© 2019 Naturalis Biodiversity Center & Westerdijk Fungal Biodiversity Institute



326

Persoonia — Volume 42, 2019

F o

]

dunnii

iy

]

ALY i
f’~

i

o

S
S
DA




Fungal Planet description sheets

327

Fungal Planet 878 — 19 July 2019

Teratosphaeria dunnii Crous & Carnegie, sp. nov.

Etymology. Name refers to Eucalyptus dunnii, the host species from
which this fungus was isolated.

Classification — Teratosphaeriaceae, Capnodiales, Dothi-
deomycetes.

Conidiomata pycnidial, solitary, brown, globose, 90—-200 mm
diam, with central ostiole; wall of 3—6 layers of brown textura
angularis. Conidiophores lining the inner cavity, subcylindri-
cal, pale brown, 1-2-septate, branched or not, 7-20 x 2.5—-4
mm, or reduced to conidiogenous cells. Conidiogenous cells
subcylindrical to doliiform, medium brown, verruculose, prolif-
erating percurrently at apex, 5—8 x 3.5—4 mm. Conidia solitary,
aseptate, thick-walled, guttulate, golden brown, verruculose,
subcylindrical to fusoid-ellipsoid, apex subobtuse, base trun-
cate, 1.5—2 mm diam with minute marginal frill, (6—)8-9(-11)
x (2.5-)3(=3.5) mm.

Culture characteristics — Colonies erumpent, spreading,
with moderate aerial mycelium and smooth, lobate margin,
reaching 25 mm diam after 2 wk at 25 °C. On MEA surface pale
olivaceous grey with scarlet aerial mycelium, reverse scarlet,
with diffuse scarlet pigment. On PDA surface pale olivaceous
grey with scarlet aerial mycelium and diffuse pigment, reverse
olivaceous grey. On OA surface smoke grey.

Typus. AusTrALIA, New South Wales, Yabbra State Forest, Boomi Creek
plantation, on leaves of Eucalyptus dunnii (Myrtaceae), 19 Apr. 2016, A.J. Car-
negie, HPC 2430 (holotype CBS H-23945, culture ex-type CPC 35653 = CBS
145548, ITS, LSU, actA, cmdA, rpb2, tefl and tub2 sequences GenBank
MK876409.1, MK876449.1, MK876463.1, MK876469.1, MK876491.1,
MK876500.1 and MK876504.1, MycoBank MB830834).

Colour illustrations. Eucalyptus dunnii forest. Conidiomata on malt extract
agar; conidiogenous cells; conidia. Scale bars = 10 pm.

Notes — Teratosphaeria dunnii is phylogenetically closely
related (98 %, 8 bp difference in ITS) to T. molleriana (co-
nidia (7—)9-12(-13) x (2.5-)3—-3.5(—4) um; Crous & Windfield
1997), but can be distinguished based on its smaller conidia.
Based on a megablast search of NCBIs GenBank nucleo-
tide database, the closest hits using the ITS sequence had
highest similarity to Teratosphaeria molleriana (GenBank
MHB862864.1; Identities = 515/523 (98 %), 1 gap (0 %)),
Teratosphaeria xenocryptica (GenBank MH863258.1; Iden-
tities = 490/499 (98 %), 1 gap (0 %)) and Teratosphaeria
sieberi (GenBank MH327816.1; Identities = 510/520 (98 %),
3 gaps (0 %)). Closest hits using the LSU sequence are
Teratosphaeria molleriana (GenBank KF251777.1; Identities
=777/779 (99 %), no gaps), Teratosphaeria profusa (Gen-
Bank FJ493220.1; Identities = 773/779 (99 %), no gaps) and
Teratosphaeria dimorpha (GenBank FJ493215.1; Identities
=773/779 (99 %), no gaps). Closest hits using the actA se-
quence had highest similarity to Teratosphaeria molleriana
(GenBank KF903394.1; Identities = 525/540 (97 %), 2 gaps
(0 %)), Teratosphaeria viscida (GenBank KF903563.1; Iden-
tities = 504/542 (93 %), 7 gaps (1 %)) and Teratosphaeria
eucalypti (GenBank KF903452.1; Identities = 504/543 (93 %),
8 gaps (1 %)). Closest hits using the cmdA sequence had
highest similarity to Teratosphaeria molleriana (GenBank
KF902737.1; Identities = 432/457 (95 %), no gaps), Terato-
sphaeria blakelyi (GenBank KF902704.1; Identities = 420/460
(91 %), 6 gaps (1 %)) and Teratosphaeria toledana (GenBank
KF902774.1; Identities = 416/457 (91 %), 6 gaps (1 %)). Closest
hits using the rpb2 sequence had highest similarity to Tera-
tosphaeria molleriana (GenBank KX348104.1; Identities =
855/881 (97 %), no gaps), Teratosphaeria eucalypti (Gen-
Bank KX348102.1; Identities = 812/913 (89 %), 2 gaps (0 %))
and Teratosphaeria gracilis (GenBank MK047548.1; Identi-
ties = 790/886 (89 %), 2 gaps (0 %)). Closest hits using the tefl
sequence had highest similarity to Teratosphaeria molleriana
(GenBank KF903326.1; Identities = 318/361 (88 %), 27 gaps
(7 %)), Teratosphaeria blakelyi (GenBank KF903288.1; Identi-
ties = 316/365 (87 %), 10 gaps (2 %)) and Teratosphaeria tole-
dana (GenBank KF903361.1; Identities = 314/367 (86 %), 17
gaps (4 %)). Closest hits using the tub2 sequence had highest
similarity to Teratosphaeria gracilis (GenBank MK047583.1;
Identities = 529/597 (89 %), 14 gaps (2 %)), Teratosphaeria aff.
nubilosa (GenBank AY725611.1; Identities = 514/595 (86 %),
19 gaps (3 %)) and Teratosphaeria destructans (GenBank
KT343568.1; Identities = 514/597 (86 %), 13 gaps (2 %)).

Pedro W. Crous & Johannes Z. Groenewald, Westerdijk Fungal Biodiversity Institute, P.O. Box 85167,
3508 AD Utrecht, The Netherlands; e-mail: p.crous@wi.knaw.nl & e.groenewald@wi.knaw.nl

Angus J. Carnegie, Forest Health & Biosecurity, NSW Department of Primary Industries, Forestry, Level 12,
10 Valentine Ave, Parramatta NSW 2150, Australia; e-mail: angus.carnegie@dpi.nsw.gov.au

© 2019 Naturalis Biodiversity Center & Westerdijk Fungal Biodiversity Institute
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Chaetomella pseudocircinoseta Crous & Carnegie, sp. nov.

Etymology. Name refers to a morphology similar to that of Chaetomella
circinoseta.

Classification — Chaetomellaceae, Chaetomellales, Leotio-
mycetes.

Conidiomata pycnidial, solitary, becoming aggregated, super-
ficial, dark brown, globose, 300—400 mm diam with elongate
raphe of paler pigment visible across top of conidiomata. Se-
tae brown, smooth, unbranched, thick-walled, multi-septate,
tapering towards obtuse to clavate apex, 150-750 x 10-20
mm. Conidiophores hyaline, smooth, filiform, subcylindrical,
branched, 2—-6-septate, 50-120 x 1.5—2 mm. Conidiogenous
cells phialidic, subcylindrical, terminal and intercalary, smooth,
hyaline, 10-50 x 1.5—2 mm. Conidia aseptate, hyaline, fusoid
to falcate with pointed ends, slightly curved, (9-)11-12 x
(2-)2.5 mm.

Culture characteristics — Colonies flat, spreading, with sparse
aerial mycelium and prominent circadian rings on surface, mar-
gin smooth, lobate, reaching 60 mm diam after 2 wk at 25 °C.
On MEA surface chestnut, reverse umber. On PDA surface
chestnut, reverse pale luteous with patches of umber. On OA
surface chestnut.

Typus. AusTrALIA, New South Wales, Bulladelah State Forest, on leaves
of Eucalyptus microcorys (Myrtaceae), 16 Apr. 2016, A.J. Carnegie, HPC
2420 (holotype CBS H-23946, culture ex-type CPC 35721 = CBS 145549,
ITS and LSU sequences GenBank MK876379.1 and MK876418.1, MycoBank
MB830835).

Colour illustrations. Eucalyptus microcorys forest. Conidiomata on malt
extract agar; conidiomata with setae; conidiophore with conidiogenous cells;
conidia. Scale bars =400 pm (conidiomata), 10 um (conidiophores and
conidia).

Notes — Chaetomella pseudocircinoseta is phylogenetically
closely related to C. circinoseta (CBS 159.62, type), which is
characterised by the fact that it has spiral setae (Rossman et
al. 2004), which are, however, lacking in C. pseudocircinoseta.

Based on a megablast search of NCBIs GenBank nucleotide
database, the closest hits using the ITS sequence had highest
similarity to Chaetomella circinoseta (GenBank MH858129.1;
Identities = 460/467 (99 %), no gaps), Chaetomella raphigera
(GenBank MH864530.1; Identities = 435/473 (92 %), 14 gaps
(2 %)) and Chaetomella cinnamomea (GenBank MH858845.1;
Identities = 434/473 (92 %), 14 gaps (2 %)). Closest hits using
the LSU sequence are Chaetomella circinoseta (GenBank
MHB869712.1; Identities = 813/818 (99 %), no gaps), Sphaero-
graphium nyssicola (GenBank MH876287.1; Identities = 807/
827 (98 %), no gaps) and Pilidium septatum (GenBank NG_
060185.1; Identities = 763/783 (97 %), no gaps).

Pedro W. Crous & Johannes Z. Groenewald, Westerdijk Fungal Biodiversity Institute, P.O. Box 85167,
3508 AD Utrecht, The Netherlands; e-mail: p.crous@wi.knaw.nl & e.groenewald@wi.knaw.nl

Angus J. Carnegie, Forest Health & Biosecurity, NSW Department of Primary Industries, Forestry, Level 12,
10 Valentine Ave, Parramatta NSW 2150, Australia; e-mail: angus.carnegie@dpi.nsw.gov.au

© 2019 Naturalis Biodiversity Center & Westerdijk Fungal Biodiversity Institute



Persoonia — Volume 42, 2019

N A\ VR
Py ARy 5.
Sald Glatophialophoraleuca

T




Fungal Planet description sheets

331

Fungal Planet 880 — 19 July 2019

Cladophialophora eucalypti Crous & Carnegie, sp. nov.

Etymology. Name refers to Eucalyptus, the host genus from which this
fungus was isolated.

Classification — Trichomeriaceae, Chaetothyriales, Euro-
tiomycetes.

Mycelium consisting of hyaline to olivaceous, smooth-walled,
branched, septate, 1.5—2 mm diam hyphae. Conidiophores
solitary, erect, subcylindrical, unbranched, straight to genicu-
lous-sinuous, medium brown, smooth, 10—-65 x 3—4 mm,
1-5-septate. Conidiogenous cells terminal, integrated, subcylin-
drical, medium brown, smooth, 10—-15 x 3—4 mm; proliferating
sympodially, scars terminal, thickened and darkened, 0.5—1 mm
diam. Conidia in branched chains, olivaceous smooth-walled,
granular, obclavate to subcylindrical, straight to flexuous; ramo-
conidia obclavate, 3—8-septate, 40—-100 x 2—3 mm; conidia
subcylindrical, 0(-1)-septate, (8—)13—-15(-20) x 2.5(—3) mm.

Culture characteristics — Colonies flat, spreading, with mo-
derate aerial mycelium and smooth, lobate margin, reaching 20
mm diam after 2 wk at 25 °C. On MEA, PDA and OA surface
and reverse olivaceous grey.

Typus. AusTrALIA, New South Wales, Keybarbin State Forest, Tabulum, on
leaves of Eucalyptus dunnii (Myrtaceae), 17 Apr. 2016, A.J. Carnegie, HPC
2433 (holotype CBS H-23947, culture ex-type CPC 35667 = CBS 145551,
ITS, LSU and actA sequences GenBank MK876380.1, MK876419.1 and
MK876454.1, MycoBank MB830836).

Colour illustrations. Eucalyptus forest. Hyphae; conidiophores with coni-
diogenous cells; conidial chains. Scale bars = 10 ym.

Notes — Cladophialophora eucalypti is related to a Clado-
phialophora isolate (CBS 376.54) deposited under the name
‘Pyricularia parasitica’ and clusters in a clade typified by Clado-
phialophora and Exophiala spp.

Based on a megablast search of NCBIs GenBank nucleotide
database, the closest hits using the ITS sequence had highest
similarity to Exophiala encephalarti (GenBank HQ599588.1;
Identities = 446/534 (84 %), 32 gaps (5 %)), Brycekendricko-
myces acaciae (GenBank KM246230.1; Identities = 505/620
(81 %), 57 gaps (9 %)) and Knufia cryptophialidica (GenBank
NR_121501.1; Identities = 443/537 (82 %), 38 gaps (7 %)).
Closest hits using the LSU sequence are Brycekendrickomyces
acaciae (GenBank MH874874.1; Identities = 795/826 (96 %),
4 gaps (0 %)), Exophiala encephalarti (GenBank HQ599589.1;
Identities = 784/822 (95 %), 8 gaps (0 %)) and Cladophialo-
phora proteae (GenBank EU035411.1; Identities = 785/829
(95 %), 6 gaps (0 %)). No significant hits were obtained when
the actA sequence was used in blastn and megablast searches.

Pedro W. Crous & Johannes Z. Groenewald, Westerdijk Fungal Biodiversity Institute, P.O. Box 85167,
3508 AD Utrecht, The Netherlands; e-mail: p.crous@wi.knaw.nl & e.groenewald@wi.knaw.nl

Angus J. Carnegie, Forest Health & Biosecurity, NSW Department of Primary Industries, Forestry, Level 12,
10 Valentine Ave, Parramatta NSW 2150, Australia; e-mail: angus.carnegie@dpi.nsw.gov.au

© 2019 Naturalis Biodiversity Center & Westerdijk Fungal Biodiversity Institute
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Elsinoe salignae Crous & Carnegie, sp. nov.

Etymology. Name refers to Eucalyptus saligna, the host species from
which this fungus was isolated.

Classification — Elsinoaceae, Myriangiales, Dothideomy-
cetes.

Conidiomata erumpent, sporodochial, 50—150 mm diam, based
on a pale brown stroma giving rise to densely aggregated coni-
diophores. Conidiophores unbranched, hyaline to pale brown,
smooth-walled, subcylindrical, 1-2-septate, 15—25 x 3—5 mm.
Conidiogenous cells integrated, subcylindrical, hyaline, smooth-
walled, mono- to polyphialidic, 8—12 x 3—4 mm. Conidia solitary,
aggregating in mucoid mass, aseptate, hyaline, smooth-walled,
guttulate, subcylindrical to ellipsoid, apex obtuse, base truncate,
(4.5-)5-6(—6.5) x (2—)2.5 mm.

Culture characteristics — Colonies erumpent, surface folded,
with sparse aerial mycelium and smooth, lobate margin, reach-
ing 7 mm diam after 2 wk at 25 °C. On MEA surface sienna,
reverse ochreous. On PDA surface ochreous to umber, reverse
luteous with diffuse luteous pigment. On OA surface ochreous.

Typus. AusTrALIA, New South Wales, Bulladelah State Forest, on leaves
of Eucalyptus saligna (Myrtaceae), 16 Apr. 2016, A.J. Carnegie, HPC 2415
(holotype CBS H-23948, culture ex-type CPC 35713 = CBS 145552, ITS, LSU
and rpb2 sequences GenBank MK876389.1, MK876430.1 and MK876485.1,
MycoBank MB830837).

Colour illustrations. Eucalyptus saligna plantation. Colony on malt extract
agar; conidiogenous cells; conidia. Scale bars = 10 pm.

Notes — The genus Elsinoe was recently revised by Fan et
al. (2017), who also provided a key to the species occurring on
Eucalyptus. Elsinoe salignae is phylogenetically related to, but
distinct from E. leucopogonis (on Leucopogon sp., Australia)
(Crous et al. 2018c).

Based on a megablast search of NCBIs GenBank nucleotide
database, the closest hits using the ITS sequence had highest
similarity to Elsinoe leucopogonis (GenBank NR_159836.1;
Identities = 567/580 (98 %), 3 gaps (0 %)), Elsinoe hederae
(GenBank NR_148146.1; Identities = 502/521 (96 %), 12 gaps
(2 %)) and Elsinoe lepagei (GenBank MH856598.1; Identities =
519/549 (95 %), 14 gaps (2 %)). Closest hits using the LSU
sequence are Elsinoe hederae (GenBank KX886994.1; Iden-
tities = 733/736 (99 %), no gaps), Elsinoe lepagei (GenBank
KX887004.1; Identities = 732/736 (99 %), no gaps) and Elsinoe
fagarae (GenBank KX886981.1; Identities = 732/736 (99 %),
no gaps). Closest hits using the rpb2 sequence had highest
similarity to Elsinoe leucopogonis (GenBank MH327874.1;
Identities = 848/872 (97 %), no gaps), Elsinoe hederae (Gen-
Bank KX887113.1; Identities = 634/744 (85 %), no gaps) and
Elsinoe lepagei (GenBank KX887122.1; Identities = 617/741
(83 %), 2 gaps (0 %)).
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Neodevriesia cycadicola Crous, sp. nov.

Etymology. Name refers to Cycas, the host genus from which this fungus
was isolated.

Classification — Neodevriesiaceae, Capnodiales, Dothideo-
mycetes.

Mycelium consisting of pale olivaceous, smooth, branched,
septate, 2—3 mm diam hyphae. Conidiophores solitary, erect,
pale olivaceous, smooth, subcylindrical, 1-2-septate, straight,
5-15 x 2—3 mm. Conidiogenous cells terminal, subcylindrical,
pale olivaceous, smooth, 5—-9 x 2—3 mm; scars thickened and
darkened, 1.5 mm diam. Conidia occurring in branched chains,
subcylindrical, pale olivaceous, smooth-walled, guttulate; ramo-
conidia 0—1-septate, 8—12 x 2.5—3 mm; conidia 0—1-septate,
(7-)8-9 x 2—2.5 mm.

Culture characteristics — Colonies erumpent, spreading, with
moderate aerial mycelium and smooth, lobate margin, reaching
7 mm diam after 2 wk at 25 °C. On MEA, PDA and OA surface
and reverse olivaceous grey.

Typus. ItaLy, Sicily, on leaves of Cycas sp. (Cycadaceae), 10 Apr. 2018,
P.W. Crous, HPC 2365 (holotype CBS H-23949, culture ex-type CPC
35833 = CBS 145553, ITS and LSU sequences GenBank MK876397.1 and
MK876438.1, MycoBank MB830838).

Colour illustrations. Cycas sp. Symptomatic leaves; conidiophores,
conidiogenous cells and conidia. Scale bars = 10 um.

Notes — Neodevriesia was established by Quaedvlieg et

al. (2014) for a genus of hyphomycetes with medium brown,
unbranched conidiophores, thick-walled, medium brown, rarely
septate conidia, occurring in short and mostly unbranched
conidial chains, and lacking chlamydospores. Neodevriesia
cycadicola is closely related to N. lagerstroemiae (ramoconidia
9-15 x 3—5 um, (0-)1(—2)-septate; conidia narrowly ellipsoid,
0—1-septate, (5—)8—-12(—15) x 2—3(—4) um (Crous et al. 2009,
2015a), but can be distinguished based on its conidial morpho-
logy.
Based on a megablast search of NCBIs GenBank nucleotide
database, the closest hits using the ITS sequence had highest
similarity to Neodevriesia metrosideri (GenBank NR_161141.1;
Identities = 513/551 (93 %), 19 gaps (3 %)), Neodevriesia
lagerstroemiae (GenBank GU214634.1; Identities = 515/554
(93 %), 23 gaps (4 %)) and Neodevriesia hilliana (GenBank
NR_145098.1; Identities = 515/559 (92 %), 20 gaps (3 %)).
Closest hits using the LSU sequence are Neodevriesia aga-
panthi (GenBank NG_042688.1; Identities = 806/820 (98 %),
no gaps), Neodevriesia imbrexigena (as Devriesia imbrexigena,
GenBank JX915749.1; Identities = 813/828 (98 %), no gaps)
and Neodevriesia knoxdaviesii (GenBank MH874778.1; Identi-
ties = 802/817 (98 %), 2 gaps (0 %)).
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Pseudocercospora pseudomyrticola Crous, sp. nov.

Etymology. Name refers to a morphology similar to that of Pseudocerco-
spora myrticola.

Classification — Mycosphaerellaceae, Capnodiales, Dothi-
deomycetes.

Caespituli hypophyllous, brown, erumpent, arising from a weak-
ly developed brown stroma, 30—50 mm diam. Conidiophores
tightly aggregated in fascicles, subcylindrical, medium brown,
roughened, straight, mostly unbranched, 0—1-septate, 10-15
x 3—4 mm, proliferating percurrently at apex; conidiophores
also reduced to loci on aerial mycelium, truncate, 2—7 x 2
mm. Conidia pale olivaceous brown, smooth-walled, guttulate,
subcylindrical with apical taper, apex subobtuse, base truncate,
3-9-septate, straight to slightly flexuous, (30—)45-75(—90) x
(2-)2.5 mm; hila not thickened nor darkened.

Culture characteristics — Colonies erumpent, spreading, sur-
face folded, with moderate aerial mycelium and smooth, lobate
margin, reaching 30 mm diam after 2 wk at 25 °C. On MEA,
PDA and OA surface and reverse olivaceous grey.

Typus. ITaLy, Rome, on leaves of Myrtus communis (Myrtaceae), 12 Apr.
2018, P.W. Crous, HPC 2357 (holotype CBS H-23950, culture ex-type CPC
35448 = CBS 145554, ITS, LSU, actA, rpb2 and tefl sequences GenBank
MK876405.1, MK876446.1, MK876461.1, MK876490.1 and MK876499.1,
MycoBank MB830839).

Colour illustrations. Leaf spots on Myrtus sp. Conidiogenous cells, coni-
diogenous loci and conidia. Scale bars = 10 pm.

Notes — Pseudocercospora pseudomyrticola differs from
P. myrticola in that it sporulates primarily on superficial my-
celium (mostly absent in P. myrticola), lacks well-developed
fascicles (prominent in P. myrticola), and has shorter, narrower
conidia (Crous 1999).

Based on a megablast search of NCBIs GenBank nucleotide
database, the ITS sequence is identical to sequences of se-
veral species, e.g., to Pseudocercospora jahnii (GenBank
KM393283.1; Identities = 537/537 (100 %), no gaps), Pseudocer-
cospora elaeodendri (GenBank GU980950.1; Identities = 537/
537 (100 %), no gaps) and Pseudocercospora indonesiana
(GenBank MH863211.1; Identities = 535/535 (100 %), no gaps).
The LSU sequence is identical to sequences of several species,
e.g., to Pseudocercospora pittospori (GenBank MK210500.1;
Identities = 836/836 (100 %), no gaps), Pseudocercospora am-
pelopsis (GenBank GU253846.1; Identities = 836/836 (100 %),
no gaps) and Pseudocercospora ravenalicola (GenBank
GU253828.1; Identities = 836/836 (100 %), no gaps). Clo-
sest hits using the actA sequence had highest similarity to
Pseudocercospora flavomarginata (GenBank JX902134.1;
Identities = 528/537 (98 %), no gaps), Pseudocercospora
schizolobii (GenBank JX902151.1; Identities = 527/537 (98 %),
no gaps) and Pseudocercospora paraguayensis (GenBank
KF903444.1; Identities = 510/521 (98 %), no gaps). Closest
hits using the rpb2 sequence had highest similarity to Pseudo-
cercospora punicae (GenBank KX462655.1; Identities = 609/
616 (99 %), no gaps), Pseudocercospora cercidicola (GenBank
KX462618.1; Identities = 608/616 (99 %), no gaps) and Pseu-
docercospora breonadiae (GenBank MH108006.1; Identities
=636/671 (95 %), no gaps). Closest hits using the tefl se-
quence had highest similarity to Pseudocercospora sp. (Gen-
Bank GU384369.1; Identities = 310/310 (100 %), no gaps),
Pseudocercospora oenotherae (GenBank GU384466.1; Iden-
tities = 309/310 (99 %), no gaps) and Pseudocercospora
struthanthi (GenBank KT290195.1; Identities = 496/498 (99 %),
no gaps).
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