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Cladosporium harfordiae Y.P. Tan, Bishop-Hurley & Marney, sp. nov.
IF 901428
Classification — Cladosporiaceae, Capnodiales, Dothideomycetes

Diagnosis: Sequences from the rDNA describe Cladosporium harfordiae and are available
under the accessions OR750692 (ITS), OR737781 (actin), and OR737794 (tefl).
Cladosporium harfordiae differs from Cladosporium lebrasiae (ex-type strain CBS 138283)
by sequence comparison of actin (GenBank KJ596631; Identities 203/208 (98%); unique
nucleotide at positions 67(C), 73(G), 134(C), 144(C), 145(C)), and tefl (GenBank KJ596583;
Identities 202/220 (92%); unique nucleotide at positions 51(T), 56(C), 101(C), 109(G),
143(C), 156(T), 163(C), 167(G), 189(C), 207(A), 208(G), 210(C), 212(C), 214(G), 216(A),
229(G), 251(C), 258(T)).

Specimen examined: Australia, Queensland, from leaf spot on Pennisetum sp. (Poaceae), Feb.
2003, D.M. Persley & T.S. Marney (holotype BRIP 71722a permanently preserved in a
metabolically inactive state).

Etymology: Named after Lesbia Harford (1891-1927), a poet, notable during her lifetime for
her social and political activism in Australia. Most of Lesbia Harford’s poetry, as well as her
lost novel, The Invaluable Mystery, were published posthumously.
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Cladosporium angulosum CBS 140692% LN834609/LN§34321
Cladosporium lagenarijforme SFC20230103-M23* OQIESI670QT85128
Cladosporium queenslandicum BRIP 72447a% OL332736:0L332735
Cladosporium xanthochromaticum CBS 140691 % LNS34S9%LNE34511
Cladosporium chusqueae COAD 2258% MT373122MT680201
100 Cladosporium splaitiae BRIP 75807a* OR3I3TT3HORIISTI0
Cladosporium splattiae BRIP 75810a OR335735/0R335740
Cladosporium punicae GUCC 21271,5 DP8s3108/0P859056
Cladosporium perangustum CBS 125996% 1M148010TIM 148365
Cladosporium verruculosum CGMCC 3.18099% KX3383TIKX938405
100 Cladosporium aulonemiae COAD 2269* MI373119/MT68019%
Cladosporium rugulovarians CBS 140495% KT600636/KT600558

jf[ Cladosporium harfordiae BRIP 71722a% OR73778L/0R737754
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82 Cladosporium lebrasiae CBS 138283% KI396631/KI596583
— 88| Y Cladosporium dominicanum CBS 1194]5% EF101368:N906086
ﬂc Cladosporium cycadicola CBS 137970% KIS69227/KI869236
Cladosporium pulvericola CBS 143362% MI474075MI473648
Cladosporium ruguloflabelliforme CBS 140494 % KTo00655/KT600557
Cladosporium flabelliforme CBS 126345% HMI48381/HM148336
77 [ Cladosporium langeronii CBS 189.54%* EF101357:N%06590
100 Cladosporium neolangeronii CBS 109868 EF!#1362MF473571
100 _I: Cladosporium psychrotolerans CBS 119412% FF101365’°m906992
87 Cladosporium sloanii CBS 143364* MF474103/MF473676
Cladosporium austrohemisphaericum CBS 140482 % KT600578/KT600479

93 Cladosporium penidielloides CBS 140489% KT600608/KT600510
4,—|7— Cladosporium salinae CBS 1194 13% FFI01390AN06693
Cladosporium chlamydosporigenum AUMC 11366 OL514010~

Cladosporium cooksoniae BRIP 72886b* ORIITIFHORIISTIA
Cladosporium marinisedimentum SFC20230103-M28* OQI85172/00Q185133
Cladosporium sphaerospermum CBS 193.54% EFI01380:EU570261
Cladosporium longissimum CBS 300,96 FFI01385/EUS70259
Cladosporium velox CBS 119417% EFIDI388KIS06595
Cladosporium coloradense CBS 143357 MFAT3T95MFA73372
Cladosporium succulentum CBS 140466+ LN8346181LNE34530
Cladosporium fusiforme CBS 119414 EFI013721
Cladosporium michoacanense FMR 15914% LT073611T07545

Cladosporium aciculare CBS 140488% K1600607K1600509
Cladosporium ruthsangerae BRIP 75808a% OR335736/0R335741
Cladosporium domesticum CBS 143358 * MF4TI803/ME4T3382
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Phylogenetic tree based on the maximum likelihood analysis of the concatenated alignment
of the actin and tefl sequences from related species of Cladosporium. The phylogenetic
analysis was performed with the 1Q-TREE web server (http://igtree.cibiv.univie.ac.at/) based
on the substitution model with gamma-distribution rate variation. Cladosporium domesticum
(ex-type strain CBS 143358) was used as the outgroup. GenBank accession numbers are
indicated (superscript actin/ tefl). Novel taxon is shown in bold. Ex-type strains are marked
by an asterisk (*).
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Lecanicillium spenceae Y.P. Tan, Bishop-Hurley & Marney, gen. et sp. nov.
IF 901429
Classification — Cordycipitaceae, Hypocreales, Sordariomycetes

Diagnosis: Sequences from the rDNA and nrDNA describe Lecanicillium spenceae and are
available under the accessions OR750698 (ITS), OR737787 (rpb2), and OR737798 (tefl).
Lecanicillium spenceae differs from Lecanicillium aranearum (ex-type strain CBS 726.73A)
by sequence comparison of the ITS region (GenBank NR_111103; Identities 513/541 (95%),
three gaps; unique nucleotide at positions 145(A), 197(C), 211(T), 217(C), 220(A), 226(T),
247(G), 255(A), 257(A), 260(A), 265(A), 282(C), 284(G), 286(T), 311(A), 498(T), 527(T),
529(T), 579(T), 589(A), 590(C), 596(A), 598(C), 611(T), 632(C)), rpb2 (GenBank
EF468934; Identities 776/806 (96%); unique nucleotide at positions 16(C), 28(T), 62(T),
64(T), 70(A), 127(A), 136(C), 148(G), 154(C), 193(T), 202(A), 244(A), 271(T), 295(G),
328(C), 346(T), 397(C), 409(G), 424(T), 445(A), 484(T), 499(T), 577(A), 616(A), 622(T),
643(G), 697(T), 730(T), 748(G), 763(G)), and tefl (GenBank EF468781; Identities 957/992
(96%); unique nucleotide at positions 82(T), 109(T), 178(C), 179(A), 182, (A), 188(T),
190(T), 195(A), 271(C), 283(T), 311(C), 312(C), 317(A), 412(C), 416(A), 425(C), 472(T),
508(C), 512(A), 514(C), 541(C), 602(G), 613(C), 616(T), 670(T), 676(T), 679(C), 708(C),
712(C), 722(C), 862(T), 895(T), 896(T), 898(C), 943(T)).

Specimen examined: Australia, Queensland, Wallaman, from an unidentified dead spider
colonised by an unidentified gibellula-like fungus, 28 Apr. 2021, T.S. Marney, M.D.E. Shivas
& R.G. Shivas (holotype BRIP 72646a permanently preserved in a metabolically inactive
state).

Etymology: Named after Catherine Helen Spence (1825-1910), an author, teacher, and
suffragist in Australia.

Lecanicillium spenceae. Decayed spider colonised by both L. spenceae and an unidentified
gibellula-like fungus.
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Gibellula solita BCC 45574% NR_182400/0K040703

Gibellula unica BCC 45112 OK040738-/0K040703

Gibellula nigeli NHJ 10808 /EU3690T6EU365018

Gibellula brevistipitaia BCC 57817 OKM0729/-/0K040657

Gibellula pilosa BCC 4558( OR040733/-0K040701

Gibellula pigmentosinum BCC 41203 % MI4T7071-M1503330

Gibellula pulchra LBMCF2020.,03 0Q3884807 /0Qu58387

Gibellula parvila BCC 48888* NR_IRIMOK04072510K040699

Gibellula aurea 25PACQT] ~OK315662/0K392624

Gibellula dimorpha BCC 47518 /MHS21863/MH521892

Gibellula gamsii BCC 28797 MHI152531/MH152557/MH152562

Gibellula leiopus BCC 49250 OK0T07800K0T0784/0K070782

Gibelluta cebrennini BCC 53605% MT477069/MT503336/MT503328

Gibellula fusiformispora BCC 56802% MT477070/MT503337/MT503329
Gibellula longicaudata BCC 40861 * NR_1823980K040724/0K040698
Gibellula queenslandica BRIP 72767a% OR452009/0R459907/0RA59912

Gibellila scorpioides BCC 47976% ~MT503339/MT503335

Gibellula clavulifera var. alba ARSEF 191 5% TN0#9837/DQ522467/DQ522360

Hevansia nelumboides BCC 2093 TN201871ME416437MT416473

Hevansia novoguineensis CBS 610.80% NR 169678MHSZ1844MH521885

Hevansia minuta BCC 47510% ~MZI07833MZ707811

Jenniferia cinerea BCC 47914 ~MHS11851MHS21888

Jenniferia griseocinerea BCC 42062% ~MZ10T831MZT07815

Jenniferia thomisidarum BCC 37881 * MZ68409MZT0T843MZT0TELS

Lecanicillium antillanum CBS 350.85% NR_IT097DQ522450/DQ522350

Lecanicillium magnisporum CGMCC 3.19304% NR_ITZ833MKIIS6EIMKII6037

Lecanicillinm spenceae BRIP 72646a% ORTS068/0RIITIETORTITIS

Lecanicillium aranearum CBS 726.73 A* NR_UTIOVEFA6R934EFAGRTR]

Lecanicillium aphanocladii CBS 797,84 ~KM283853KM283811

100

100

100

2] Lecanicillium dimorphum CBS 34537 ~/KM283854/KM283812
Lecanicillium psalliotae CBS 532.81 MHSGIITHEF469112/EF469067
Lecanicitlium psalliotae CBS 10127( ~EF469113/EF465066
Lecanicillium margaretspencerae BRIP 72656a% ORSZI51T/ORS14849/0R514841
93 Lecanicillium fusisporum CBS 164.70% MHSS9338/KMIBISSSKMS3817

Lecanicillium praecognitum WAQQ00067215% MT247058MT67525MT267523
98 Lecanicillium fungicola var. aleophilum CBS 357.80% MHSSI274/KMI83856/KM283815
Lecanicillium fungicola var. fungicola CBS 992.69% MHSS9S0IRM28I8STRM2E3816
Lecanicillium flovidum CBS 342.80
Lecanicillium tenuipes CBS 309,85 TN036556/KM283866/DQ522341
Gamszarea humicola CGMOC 3.19303% NR_172830MK335979/MK336027

Gamszarea wallacei CBS 10123 7% NR_ILI267T/EF469119/EF469073
Gamszareq lunata CGMCC 3.1931 5% NR_T72831MR335982MR336030

Gamszarea restricta CCF 5252% LIS48279/-/LT626943

Lecanicillium coprophilum CGMCC 3.18986% NR_I63303/MHITI624MHI84387
Gamszarea microspora CGMCC 3.19313% NR_IT2832MKIISBMKI36032
Ophiocordyceps clavata NBRC 106961 /NH3327IABIGESATIABI6SSE6

100
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Phylogenetic tree based on the maximum likelihood analysis of the concatenated alignment
of the ITS, rpb2, and tefl sequences from related species of Cordycipitaceae. The
phylogenetic analysis was performed with the 1Q-TREE web server
(http://igtree.cibiv.univie.ac.at/) based on the substitution model with gamma-distribution rate
variation. Ophiocordyceps clavata (strain NBRC 106961) was used as the outgroup.
GenBank accession numbers are indicated (superscript ITS/rpb2/tefl). Novel taxon is shown
in bold. Ex-type strains are marked by an asterisk (*).
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Neoceratosperma goldingiae Y.P. Tan, Bishop-Hurley & R.G. Shivas, sp. nov.
IF 901430
Classification — Mycosphaerellaceae, Mycosphaerellales, Dothideomycetes

Diagnosis: Sequences from the rDNA describe Neoceratosperma goldingiae and are
available under the accessions OR750693 (ITS), OR731500 (LSU), OR737782 (actin),
(rpb2), and OR737795 (tefl). Neoceratosperma goldingiae differs from Neoceratosperma
eucalypti (ex-type strain CBS 137998) by sequence comparison of the ITS region (GenBank
NR_156285; Identities 615/617 (99%); unique nucleotide at positions 473(G), 536(C)), and
rpb2 (GenBank MF951531; Identities 884/908 (97%); unique nucleotide at positions 8(C),
48(C), 55(A), 87(G), 90(C), 105(C), 111(C), 495(C), 549(G), 555(T), 560(A), 573(C),
588(G), 592(C), 687(G), 714(C), 717(G), 753(C), 762(C), 774(G), 777(G), 783(G), 816(T),
819(G)).

Specimen examined: Australia, Queensland, Murray Upper, from leaf spot on Chromolaena
odorata (Asteraceae), 27 Mar. 2023, K. Pukallus (holotype BRIP 75790a permanently
preserved in a metabolically inactive state).

Etymology: Named after Annie Mackenzie Golding (1855-1934), a suffragist, and political
activist in Australia.

Neoceratosperma alsophilae COAD 118% KT037543/~
Neoceratosperma yunnanense CBS 119975% NR_155461/MF551534
Neoceratosperma cyatheae CPC 24704% NR 134232/~
Neoceratosperma legnephoricola CBS 142189+ NR_I56375MF951532
o[ Neoceratosperma goldingiae BRIP 75790a% OR750693/0R737785
Neoceratosperma eucalypti CBS 137998* NR_136285MF951531
Neoceratosperma haldinae CBS 142190% NR_156376/MF951533
Paramycosphaerella dicranopteridis TNM 3953% KI201941/~
Pseudozasmidium nabiacense CBS 12501 (% GQ852841/MFI51638
Pseudozasmidium eucalypti CBS 121101 % NR_156510/MF951637
Hyalozasmidium aerohyalinosporum CBS 125011% KFo01605MF951504
Hyalozasmidium sideroxyli CBS 142191 * NR_IS6372/MF951505
Pseudozasmidium vietnamense CBS 119974* DQG32675ME951639

Schizothyrium pomi CBS 228,57 GUT0543/MF951734
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0.2

Phylogenetic tree based on the maximum likelihood analysis of the concatenated alignment
of the ITS and rpb2 sequences from related species of Mycosphaerellaceae. The phylogenetic
analysis was performed with the 1Q-TREE web server (http://igtree.cibiv.univie.ac.at/) based
on the substitution model with gamma-distribution rate variation. Schizothyrium pomi (strain
CBS 228.57) was used as the outgroup. GenBank accession numbers are indicated
(superscript ITS/rpb2). Novel taxon is shown in bold. Ex-type strains are marked by an
asterisk (*).
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Pseudocercospora raybouldiae Y.P. Tan, Bishop-Hurley & R.G. Shivas, sp. nov.
IF 901431
Classification — Mycosphaerellaceae, Mycosphaerellales, Dothideomycetes

Diagnosis: Sequences from the rDNA describe Pseudocercospora raybouldiae and are
available under the accessions OR750695 (ITS), OR731502 (LSU), OR737783 (actin), and
OR737796 (tefl). Pseudocercospora raybouldiae differs from P. hardenbergiae (ex-type
strain CPC 17177) by sequence comparison of the ITS region (GenBank LC599349;
Identities 457/462 (99%); unique nucleotide at positions 124(T), 199(A), 200(C), 466(T),
547(C)), actin (GenBank LC599429; Identities 204/209 (98%); unique nucleotide at positions
57(C), 59(T), 99(A), 146(T), 191(C)), and tefl (GenBank LC599471; Identities 269/306
(88%), four gaps; unique nucleotide at positions 9(T), 11(C), 28(T), 30(C), 35(G), 36(A),
38(T), 40(A), 43(T), 79(T), 122(T), 123(C), 156(C), 157(C), 158(A), 189(G), 195(G),
197(A), 198(C), 200(A), 202(C), 208(T), 211(C), 224(T), 236(C), 239(T), 244(A), 249(C),
251(A), 259(C), 260(A), 262(G), 288(C)). Pseudocercospora raybouldiae differs from P.
stizolobii (strain CPC 25217) by sequence comparison of the ITS region (GenBank
KT290143; Identities 463/464 (99%); unique nucleotide at positions 227(T)), actin (GenBank
KT313498; Identities 197/205 (96%), four gaps; unique nucleotide at positions 25(T),
118(C), 147(C), 163(T)), and tefl (GenBank KT290197; Identities 436/501 (87%), 17 gaps;
unique nucleotide at positions 10(G), 11(C),13(G), 14(C), 21(C), 39(C), 40(A), 57(T), 58(T),
73(T), 150(A), 157(C), 171(A), 172(T), 176(T), 178(C), 185(C), 189(G), 197(A), 202(C),
208(T), 209(A), 211(C), 212(G), 220(C), 222(A), 224(T), 236(C), 239(T), 247(G), 249(C),
251(A), 259(C), 260(A), 267(A), 285(T), 381(G), 396(T), 408(T), 412(T), 413(G), 415(C),
419(A), 420(G), 422(C), 425(G), 430(A), 437(A)).

Leaf spots amphigenous although not easily observed on the lower surface due to the dense
mass of white to silver stellate leaf scales, dark brown to blackish brown, irregular, 2-15 mm
diam. Mycelium internal, external mycelium absent. Stromata erumpent, subglobose, 45-100
pm diam. Conidiophores sporodochial, on upper part of stromata, cylindrical, 15-30 x 2.5-4
pm, 0—1 septate, straight to sinuous, narrowed towards the apex, unbranched, subhyaline to
pale brown, smooth. Conidiogenous cells terminal, or conidiophores reduced to
conidiogenous cells, pale to medium brown, subcylindrical, smooth, proliferating
sympodially, 10-30 x 2.5-3 um. Conidiogenous loci inconspicuous or slightly refractive.
Conidia solitary, pale brown, subcylindrical, straight to slightly curved, 25-80 x 3-5 um, 0—
10-septate, apex subobtuse, base obconically truncate; hila inconspicuous or slightly
refractive, 1.5-2 pm diam.

Specimens examined: Australia, Queensland, Monto, from leaf spot on Croton phebalioides
(Euphorbiaceae), 30 Dec. 2022, M.D.E. Shivas & R.G. Shivas (holotype BRIP 75777a
permanently preserved in a metabolically inactive state); ibid, from leaf spot on Croton
phebalioides (Euphorbiaceae), 30 Dec. 2022, M.D.E. Shivas & R.G. Shivas, culture BRIP
75778a (ITS, LSU, actin and tefl sequences GenBank OR750696, OR731503, OR737784
and OR737797).

Etymology: Named after Ethel Harriet Raybould (1899-1987), a mathematics lecturer who
taught at the University of Queensland from 1928 to 1955.
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Pseudocercospora raybouldiae. Leaf spots on Croton phebalioides; conidia; sporodochial
conidiophores; colonies on PDA after 4 wk; stromata on leaf surface (clockwise). Scale bars
= 1 cm (leaf spots, colonies), 10 um (conidia, sporodochial conidiophores and stromata on

leaf).
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Pseudocercospora destructiva CGMCC 3.18569 MH392522
Pseudocercospora enonymi-japonici CGMCC 3.18376% MH392525MH23381%
Pseudocercospora kenyirana MUCC 2873% LC3993ILC0473
Pseudocercospora ixorana MUCC 2608% He399430/LC399472
Psendocercospora ranjita CBS 126005 GU3204911GU384500
Pseudocercospora dodonaeae CBS 114647 IQ3250131GU384413
1001 Psendocercospora raybouldiae BRIP 75777a% OR737783/0R737796
Psendocercospora rayhouldiae BRIP 75778a OR737784/0R737797
Pseudocercospora stizolobii CPC 25217 K1I313498K1290197
Psendocercospora hardenbergice CPC 17177% L399429LC399471
Pseudocercospora planaltinensis CPC 25189 KI313492K1280191
Pseudocercospora breonadiae CBS 143489% MHI07985MH108026
Pseudocercospora flavomarginata CBS 12600 1% GU320507GU3
Pseudocercospora tereticornis CBS 124996 TQ325025/GU384377
Pseudocercospora timorensis MUCC 819 GU320526/GU3EL36
Pseudocercospora subsessilis CBS 136.94 GU320SIHCGU3R452T
100] Pseudocercospora humuli MUCC 742% GU320428GU384439
Pseudocercospora puderi MUCC 906 GUIZ0467/GUISATE
Pseudocercospora basiramifera CBS 111072 GU3368/KF003174
Pseudocercospora formosana MUCC 2612
Pseudocercospora guianensis MUCC 855 GU3204231GU3R4435
Pseudocercospora emmoticola CPC 251 87* KT313491KT200150
Pseudocercospora forsythiae MAFF 41008 7% LC5425LC599467
Pseudocercospora togashiana MAFF 410006%* LC599444/LC599491
Pseudocercospora pyracanthae MUCC 892 GU320470/GUIS44T9
Pseudocercospora stranvaesiae MAFF 410090% LC5994407.0559488
Pseudocercospora amelanchieris MUCC 885% KX462550/KX462669
—— Pseudocercospora neriicola CBS 13801(% ®I869231/KI869240
) Pseudocercospora variicolor MUCC 746 GU3Z0530/GU3S4538
10 Pseudocercospora xenopunicae CPC 19712% LUSISHMEILC599493
Pseudocercospora ravenalicola CBS 122468 GU320513/GUI84521
Pseudocercospora dovyalidis CBS 126002% GU320503/GU384513
Pseudocercospora stahlii CBS 117549 GU320515GU3R4525
Pseudocercospora parapseudarthriae CPC 23449% KI869220KI869238
86| Pseudocercospora exosporioides MUCC 893%* GUR204I1IGUISMZ
Psetidocercospora lerenggantensis MUCC 2871% LES443LESN9490
Pseudocercospora Wvthracearum CBS 131925 GU320442/GU384452
80| Pseudocercospora viticicola MUCC 777 GU30S32GUIRSA0
Pseudocercospora mazandaranensis CBS 136115% KMAS2E31KMA5831
Pseudocercospora kakiicola MUCC 90(* GU320431TES1ST8T
P.s‘eua‘ncercnspnra dg/h@;gjae MUCC TUASS* LC5994201.0599462
99| Pseudocercospora pittospori ICMP 21759 MK210317/MK210422
Pseudocercospora labernaemonianae CPC 19198% LC98442-
Pseudocercospora wusaulaniae BRIP 723891 OP59502/0P559503
Pseudocercospora cotini MAFF 410088% LE3994167L.C599458
Pseudocercaspora stemonicola MUCC 2874 1E5994391.0509487
Pseudocercospora cydoniae CBS 131923 GU320396KX462690
Pseudocercospora indonesiana CBS 122473% GU320437/GUIS4448
Pseudocercospora crispans CBS 125999 GU320310:GUISASIE

Pseudocercospora cruenia CBS 117232 GUI20394GLIS4H03
—&.jl’seudocercospom madagascariensis CBS 124155% KF903549/KF903202
Pseudocercospora xanthocercidis CBS 131593% Q3250260325003
92 Pseudocercospora catappae MUCC 8§09 GU320375/6U384386

Pseudocercospora fraxinites CBS 131927 GL320378/GUIS4IR0
Pseudocercospora rhamnelflae CBS 13159(% GU320496/GLI8I505
Pseudocercospora haiweiensis CBS 131584 % GU320306/GUIRI514
Pseudocercospora elaeocarpi MUCC 925 GU320405GU3E417
Pseudocercospora kaki MAFF 2382124% LCS12007/.C515783
Pseudocercospora kobavashiana MAFF 236999% LC5120041.C515780
Pseudocercospora ershadii CCTU 1206% KMA52544/KM452589
Pseudocercospora caialpigena MUCC 743 GL320395/GU3S4406
Pseudocercospora rhapidicola MAFFE 305042 % LCS994367LC599483
Pseudocercospora liguidambaricola MUCC 1664% LU3934321LC590474
wor Pseudocercospora riachueli var, horiana MUCC 2141% LE9937LC99484
Pseudocercospora zelkovae CBS 132106 1Q325027/GUIR4S4S
Fseudocercospora rubi MUCC 875 GU320476/GLIRA4ES

e Pseudocercospora marginalis CBS 131582% GUS20495/GU3RAS04
Pseudocercospora sawadae MAFTF 2397 | 4% TC599438T.0599485

o8
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Phylogenetic tree based on the maximum likelihood analysis of the concatenated alignment
of the actin and tefl sequences from related species of Pseudocercospora. The phylogenetic
analysis was performed with the 1Q-TREE web server (http://igtree.cibiv.univie.ac.at/) based
on the substitution model with gamma-distribution rate variation. Pseudocercospora
marginalis (ex-type strain CBS 131582) and P. sawadae (ex-type strain MAFF 239714) were
used as the outgroup. GenBank accession numbers are indicated (superscript actin/ tefl).
Novel taxon is shown in bold. Ex-type strains are marked by an asterisk (*).
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Thermothielavioides maryleeae Y.P. Tan, sp. nov.
IF 901432
Classification — Chaetomiaceae, Sordariales, Sordariomycetes

Diagnosis: Sequences from the rDNA describe Thermothielavioides maryleeae and are
available under the accessions OR750697 (ITS) and OR731504 (LSU). Thermothielavioides
maryleeae differs from Thermothielavioides terrestris (ex-type strain CBS 117535) by
sequence comparison of the ITS region (GenBank NR_165593; Identities 523/554 (94%), 14
gaps; unique nucleotide at positions 55(A), 93(A), 119(C), 127(T), 181(C), 190(C), 193(A),
200(T), 202(T), 204(C), 232(A), 321(A), 360(A), 367(T), 410(A), 464(G), 493(T), 494(A),
522(G), 569(A)).

Specimen examined: Australia, Queensland, Barwidgi, from soil, 20 Apr. 2021, Y.P. Tan
(holotype BRIP 72871a permanently preserved in a metabolically inactive state).

Etymology: Named after Mary Lee (née Walsh; 1821-1909), a suffragist, social reformer,
and women’s rights activist in South Australia in the late nineteenth century.

Ovatospora brasiliensis CBS 140,50 MH856572
PN Ovatospora pseudomollicella CBS 251.75% NR_147680
Ovatospora mollicella CBS 583.83% MH861659
Ovatospora angularis CGMCC 3.17537
Ovatospora medusarum CBS 148,67% MH8S8929
Melanocarpus albomyces ATCC 16460% NR_145150
Microthielavia ovispora CBS 165.75% MK926826
Thermocarpiscus australiensis ATCC 28236% NR_135893
Chrysanthotrichum lentum CBS 127.85* MH861859
9 Chrysanthotrichum leptolentum CBS 126.85 MK926810
S Y Chrysanthotrichum peruvianum CBS 732.68* NR_165222
76 Chrysanthotrichum allolentum CBS 644,83 MK926308
41m3|7—7"lmrmothielavi0ides maryleeae BRTP 72871a% OR750697
] Thermothielavioides terrestris CBS 117535% NR_165593
Melanocarpus oblatus CBS 775,85% MH361914
—— Allocanariomyces americanus UTHSCSA DI20-139% MT202181
Lacunospora stercoraria CBS 244,71 * MH860036

86
83
88

0.06

Phylogenetic tree based on the maximum likelihood analysis of the alignment of the ITS
region sequences from related species of Chaetomiaceae. The phylogenetic analysis was
performed with the 1Q-TREE web server (http://igtree.cibiv.univie.ac.at/) based on the
substitution model with gamma-distribution rate variation. Lacunospora stercoraria (ex-type
strain CBS 244.71) was used as the outgroup. GenBank accession numbers are indicated
(superscript ITS). Novel taxon is shown in bold. Ex-type strains are marked by an asterisk
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Chlorocillium gueriniae Y.P. Tan, Bishop-Hurley, R.G. Shivas & Marney, sp. nov.
IF 901433
Classification — Incertae sedis, Incertae sedis, Sordariomycetes

Diagnosis: Sequences from the rDNA and nrDNA describe Chlorocillium gueriniae and are
available under the accessions OR750699 (ITS), OR731505 (LSU), OR737788 (rpb2), and
OR737799 (tefl). Chlorocillium gueriniae differs from Chlorocillium griseum (ex-type strain
CBS 387.73) by sequence comparison of the ITS region (GenBank NR_153915; Identities
535/543 (98%), five gaps; unique nucleotide at positions 176(T), 291(G), 303(C)), and LSU
(GenBank NG_058935; Identities 665/669 (99%), one gap; unique nucleotide at positions
56(G), 156(T), 374(T)). Chlorocillium gueriniae differs from Chlorocillium griseum (strain
RCEF4626) by sequence comparison of the ITS region (GenBank OM843125; Identities
555/563 (98%), four gaps; unique nucleotide at positions 153(A), 176(T), 291(G), 303(C)),
LSU (GenBank MW084341; Identities 763/768 (99%), one gap; unique nucleotide at
positions 56(G), 142(T), 146(T), 374(T)), rpb2 (GenBank MW091328; Identities 872/904
(96%); unique nucleotide at positions 34(A), 46(G), 97(G), 124(G), 127(T), 136(C), 148(A),
187(C), 199(T), 214(T), 217(T), 229(A), 280(T), 298(A), 302(A), 328(T), 358(G), 361(T),
403(G), 410(T), 502(C), 532(C), 533(G), 722(C), 757(C), 775(T), 808(G), 811(T), 814(G),
823(T)), and tefl (GenBank MW091326; Identities 909/921 (99%); unique nucleotide at
positions 149(C), 224(A), 446(G), 512(T), 560(T), 587(C), 635(C), 812(G), 854(A), 875(A),
884(C), 932(C)).

Specimens examined: Australia, Queensland, Mission Beach, from an unidentified dead
Arthropoda on a leaf, 30 Apr. 2021, T.S. Marney, Y.P. Tan, M.D.E. Shivas & R.G. Shivas
(holotype BRIP 72680a permanently preserved in a metabolically inactive state); Tully, from
an unidentified dead Arthropoda on a leaf, 29 Apr. 2021, T.S. Marney, Y.P. Tan, M.D.E.
Shivas & R.G. Shivas, culture BRIP 72665a (ITS, LSU, rpb2 and tefl sequences GenBank
OR750700, OR731506, OR737789 and OR737800); ibid, from an unidentified dead
Arthropoda on a leaf, 29 Apr. 2021, T.S. Marney, Y.P. Tan, M.D.E. Shivas & R.G. Shivas,
culture BRIP 72666a (ITS, LSU, rpb2 and tefl sequences GenBank OR750701, OR731507,
OR737790 and OR737801); ibid, from an unidentified dead Arthropoda on a leaf, 29 Apr.
2021, T.S. Marney, Y.P. Tan, M.D.E. Shivas & R.G. Shivas, culture BRIP 72668a (ITS, LSU,
rpb2 and tefl sequences GenBank OR750702, OR731508, OR737791 and OR737802);

Etymology: Named after Julia Margaret “Bella” Guerin (1858—1923), a suffragist, and school
teacher in Australia.
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Decayed Arthropoda on leaves from which isolates of Chlorocillium gueriniae were
obtained. BRIP 72666a (top left), BRIP 72680a (bottom left), BRIP 72668a (middle), BRIP
72665a (right). Scale bars =1 mm.
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Fiorinimazzantia elisabettae Y.P. Tan, Bishop-Hurley, R.G. Shivas & Marney, gen. et. sp.
nov.

Fiorinimazzantia Y.P. Tan, Bishop-Hurley, R.G. Shivas & Marney IF 901434
Fiorinimazzantia elisabettae Y.P. Tan, Bishop-Hurley, R.G. Shivas & Marney IF 901435
Classification — Incertae sedis, Incertae sedis, Sordariomycetes

Diagnosis: Sequences from the rDNA and nrDNA describe Fiorinimazzantia elisabettae and
are available under the accessions OR750703 (ITS), OR731509 (LSU), OR737792 (rpb2),
and OR737803 (tefl). Fiorinimazzantia elisabettae differs from Chlorocillium gueriniae (ex-
type strain BRIP 72680a) by sequence comparison of the ITS region (GenBank OR750699;
Identities 630/694 (91%); 26 gaps; unique nucleotide at positions 195(C), 213(T), 214(G),
215(T), 216(T), 223(C), 232(C), 233(C), 234(T), 235(C), 250(A), 252(C), 261(A), 286(A),
295(A), 309(G), 318(T), 321(C), 322(A), 323(A), 483(T), 511(C), 526(C), 534(G), 538(C),
539(C), 540(C), 543(G), 547(A), 551(A), 554(G), 574(G), 575(A), 616(G), 650(A), 657(C),
660(T)), and LSU (GenBank OR731505; Identities 833/849 (98%), two gaps; unique
nucleotide at positions 54(T), 55(T), 59(T), 244(T), 245(T), 345(T), 347(T), 359(G), 442(C),
449(T), 478(G), 540(A)). Fiorinimazzantia elisabettae differs from Chlorocillium griseum
(ex-type strain CBS 387.73) by sequence comparison of the ITS region (GenBank
NR_153915; Identities 465/530 (88%), 27 gaps; unique nucleotide at positions 182(T),
213(T), 214(G), 215(T), 216(T), 223(C), 232(C), 233(C), 234(T), 235(C), 250(A), 255(C),
261(A), 295(T), 309(G), 318(T), 321(C), 322(A), 323(A), 483(T), 511(C), 522(T), 526(C),
534(G), 538(C), 539(C), 540(C), 543(G), 547(A), 551(G), 554(G), 574(G), 575(A), 616(G),
650(A), 657(C), 660(T)), and LSU (GenBank NG_058935; Identities 651/668 (97%), one
gap; unigue nucleotide at positions 54(T), 55(T), 59(T), 155(T), 244(T), 245(T), 345(T),
347(T), 359(G), 373(T), 404(T), 405(T), 442(C), 449(T), 478(G), 540(A)).

Specimen examined: Australia, Queensland, Tully, from an unidentified dead insect colonised
by an unidentified hirsutella-like fungus, 29 Apr. 2021, T.S. Marney, Y.P. Tan, M.D.E. Shivas
& R.G. Shivas (holotype BRIP 72660a permanently preserved in a metabolically inactive
state).

Etymology: Named after Elisabetta Fiorini Mazzanti (1799-1879), a botanist, mycologist, and
writer.

Notes — Fiorinimazzantia is described as the smallest phylogenetic clade that contains the
type species, Fiorinimazzantia elisabettae, but excludes Chlorocillium gueriniae, C. griseum,
Dussiella tuberiformis, Rotiferophthora angustispora, and R. minutispora.
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Husseyia annamariae Y.P. Tan, Bishop-Hurley, R.G. Shivas & Marney, gen. et. sp. nov.
Husseyia Y.P. Tan, Bishop-Hurley, R.G. Shivas & Marney IF 901436

Husseyia annamariae Y.P. Tan, Bishop-Hurley, R.G. Shivas & Marney IF 901437
Classification — Incertae sedis, Incertae sedis, Sordariomycetes

Diagnosis: Sequences from the rDNA and nrDNA describe Husseyia annamariae and are
available under the accessions OR750704 (ITS), OR731510 (LSU), OR737793 (rpb2), and
OR737804 (tefl). Husseyia annamariae differs from Chlorocillium gueriniae (ex-type BRIP
72680a) by sequence comparison of the ITS region (GenBank OR750699; Identities 563/652
(86%), 46 gaps; unique nucleotide at positions 77(C), 177(A), 178(T), 178(T), 179(T),
188(C), 196(T), 197(T), 199(G), 200(T), 220(T), 235(C), 244(T), 245(A), 254(T), 258(A),
267(G), 270(G), 275(A), 291(T), 293(T), 365(A), 449(T), 476(T), 477(C), 482(T), 489(T),
501(G), 536(C), 537(T), 539(A), 543(G), 549(T), 566(T), 567(T), 568(T), 569(T), 571(G),
573(A), 574(C), 581(T), 592(T), 595(T)), and LSU (GenBank OR731505; Identities 791/814
(97%), four gaps; unique nucleotide at positions 17(G), 19(T), 22(C), 116(C), 175(A),
311(G), 312(T), 324(G), 327(T), 331(C), 333(G), 370(A), 390(G), 391(C), 425(G), 507(A),
508(C), 512(T), 569(T)). Husseyia annamariae differs from Chlorocillium griseum (ex-type
strain CBS 387.73) by sequence comparison of the ITS region (GenBank NR_153915;
Identities 320/361 (88%), 16 gaps; unique nucleotide at positions 275(A), 291(T), 293(T),
365(A), 449(T), 476(T), 477(C), 482(T), 489(T), 501(G), 536(C), 537(T), 539(A), 543(G),
549(T), 566(T), 567(T), 568(T), 569(T), 571(G), 573(A), 574(C), 581(T), 592(T)), and LSU
(GenBank NG_058935; Identities 617/641 (96%), three gaps; unique nucleotide at positions
17(G), 19(T), 22(C), 116(C), 120(T), 175(A), 311(G), 312(T), 324(G), 327(T), 331(C),
334(A), 338(T), 370(A), 390(G), 391(C), 424(C), 507(A), 508(C), 512(T), 559(T)). Husseyia
annamariae differs from Fiorinimazzantia elisabettae (ex-type BRIP 72660a) by sequence
comparison of the ITS region (GenBank OR750703; Identities 553/637 (87%), 34 gaps;
unique nucleotide at positions 77(C), 160(A), 177(A), 178(T), 196(T), 200(T), 204(C),
206(T), 212(C), 217(G), 220(T), 221(C), 223(G), 224(G), 235(C), 241(C), 243(C), 244(T),
253(T), 268(G), 272(T), 275(A), 276(T), 285(G), 288(T), 289(C), 291(T), 293(T), 365(A),
477(T), 482(T), 493(G), 503(G), 505(A), 507(G), 509(T), 536(C), 537(T), 539(A), 543(G),
549(T), 563(T), 565(G), 566(T), 573(A), 574(C), 581(T), 592(T), 595(T), 615(C)), and LSU
(GenBank OR731509; Identities 786/812 (97%), two gaps; unique nucleotide at positions
17(G), 20(C), 22(C), 24(C), 116(C), 175(A), 209(C), 210(C), 310(C), 311(G), 327(T),
331(C), 333(G), 369(C), 370(A), 390(G), 391(C), 407(T), 414(C), 445(G), 465(T), 569(T)).

Specimen examined: Australia, Queensland, Wallaman, from an unidentified dead spider
colonised by an unidentified hevansia-like fungus, 28 Apr. 2021, T.S. Marney, Y.P. Tan,
M.D.E. Shivas & R.G. Shivas (holotype BRIP 72654a permanently preserved in a
metabolically inactive state).

Etymology: Named after Anna Marie Hussey (née Reed; 1805-1853), a mycologist,
illustrator, and writer.

Notes — Husseyia is described as the smallest phylogenetic clade that contains the type
species, Husseyia annamariae, but excludes Chlorocillium gueriniae, C. griseum, Dussiella
tuberiformis, Fiorinimazzantia elisabettae, Rotiferophthora angustispora, and R.
minutispora.
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Decayed insect colonised by an unidentified hirsutella-like fungus from which
Fiorinimazzantia elisabettae was isolated (left). Decayed spider colonised by an unidentified
hevansia-like fungus from which Husseyia annamariae was isolated (right). Scale bars =1
mm.

BRIP 72665a OR750700/0R737789/0RT37800

BRIP 726682 OR750702/0RTITIOLORT3TS02
W1 BRTP 72666a OR7S0701/0RTZTTINORTITEN

BRIP 72680a% OR7SIY9/ORTITTSEORTITIYY

Chlorocillium griseum RCEF4626 OMBBI25MWOSI32EMW091326

9 Chlorocillium grisewm RCEF6632 MWOIIT6RMWOIT320MWO91327
Chlorocillium griseum CBS 387.73% NR_153915/~~

Fiorinimazzantia elisabetfue BRIP 72660% OR750705/0R737792/0R7T37803

Hussepin annantariae BRIP 72654a% OR?S0T04/0RTITTIJORTITHN

Rotiferophihora angustispora CBS 101437 A129241200Q522460~

Ratiferophthora minutispora CBS 101436 41292411

Dussiella tuberiformis OR1624381Q2570200Q257027

Calearisporium cordveipiticola CGMCC 3.17905% NR_I44864/KX442008/KX442593

Calcarisporium xviariicola 1T1624 RX342603KXA2606/KX442595

Calcarisporium arbuscula CBS 900,68 MUSSIVKXARIITRXA42596

100 Eucasphaeria capensis CBS 120028% EF110618/0Q453986:0Q470896
Merm rustici CBS 142085 % NR_154028/0Q453988/0Q470898
Eucua‘plmei’ia pr’oteae CBS 146815* NR_171767/MWI73116/MW173129

Pseudoacremonium sacchari CBS 137990% NR_I36388/0Q454215:00471146

Chlorecillium gueriniae

100

0.07

Phylogenetic tree based on the maximum likelihood analysis of the concatenated alignment
of the ITS, rpb2, and tefl sequences from related species of Sordariomycetes. The
phylogenetic analysis was performed with the 1Q-TREE web server
(http://igtree.cibiv.univie.ac.at/) based on the substitution model with gamma-distribution rate
variation. Pseudoacremonium sacchari (ex-type strain CBS 137990) was used as the
outgroup. GenBank accession numbers are indicated (superscript ITS/rpb2/tefl). Novel taxon
is shown in bold. Ex-type strains are marked by an asterisk (*).

Acknowledgement — J.S. Bartlett is thanked for the identification of insect hosts.
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