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Abstract 
This article is the third in the Asian Journal of Mycology Notes series, wherein we report 50 

new fungal collections distributed in two phyla, five classes, 16 orders and 35 families. The present 

study provides descriptions and illustrations for five new species (Acrocalymma hyaline, 

Allocryptovalsa aquilariae, Alternaria arida, Apoharknessia thailandica and Tatraea aseptata) and 

21 new host and 23 new geographical records. All these introductions are supported by 

morphological data and multi-gene phylogenetic analyses. This article provides the platform to 

disseminate the data on fungal collections with new sequence data, which is vital for future studies. 

An accurate and timely report of new fungus-host or fungus-country records is necessary for the 

diagnostics, identification, and management of economically significant fungal groups, especially 

the phytopathogens. 
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Phylum Ascomycota 

Class Dothideomycetes O.E. Erikss. & Winka  

Subclass Dothideomycetidae P.M. Kirk et al. 

Cladosporiales Abdollahz. & Crous 

Cladosporiaceae Chalm. & R.G. Archibald 

01. Cladosporium tenuissimum Cooke, Grevillea 6(no. 40), 140 (1878) (Contributed by C 

Prematunga) 

 

Mycosphaerellales P.F. Cannon  

Phaeothecoidiellaceae K.D. Hyde & Hongsanan 

02. Translucidithyrium chinense H.X. Wu & X.H. Li, in Li et al., MycoKeys 76, 7 (2020) 

(Contributed by MWD Sandamali) 

 

Subclass Pleosporomycetidae C.L. Schoch et al. 

Pleosporales Luttrell ex M.E. Barr 

Acrocalymmaceae Crous & Trakun. 

03. Acrocalymma hyalina N. Wu, Jian K. Liu & K.D. Hyde sp. nov. (Contributed by N Wu) 

04. Acrocalymma pterocarpi Jayasiri, E.B.G. Jones & K.D. Hyde, in Jayasiri et al., 

Mycosphere 10(1), 20 (2019) (Contributed by AR Rathnayaka) 

05. Acrocalymma walkeri (Shoemaker, C.E. Babc. & J.A.G. Irwin) Crous & Trakun., in 

Trakunyingcharoen et al., IMA Fungus 5(2), 407 (2014) (Contributed by SN Wijesinghe)  

 

Camarosporidiellaceae Wanas., Wijayaw., Crous & K.D. Hyde 

06. Camarosporidiella laburnicola (R.H. Perera, Bulgakov & K.D. Hyde) Wanas. & K.D. 

Hyde, in Wanasinghe et al., Studies in Mycology 87, 234 (2017) (Contributed by D Pem) 

 

Corynesporascaceae Sivan. 

07. Corynespora torulosa (Syd. & P. Syd.) Crous, Persoonia 31, 211 (2013) (Contributed by 

BC Samarakoon) 

 

Didymosphaeriaceae Munk 

08. Pseudopithomyces chartarum (Berk. & M.A. Curtis) Jun F. Li, Ariyaw. & K.D. Hyde, in 

Ariyawansa et al., Fungal Diversity 75, 27ï274 (2015) (Contributed by BC Samarakoon and KWT 

Chethana) 

09. Spegazzinia radermacherae Jayasiri, E.B.G. Jones & K.D. Hyde, Mycosphere 10, 73 

(2019) (Contributed by G-C Ren) 

 

Lophiostomataceae Sacc. 

10. Vaginatispora palmae S.N. Zhang, J.K. Liu & K.D. Hyde, Fungal Diversity 96, 242 

(2019) (Contributed by YH Yang) 

 

Nigrogranaceae Jaklitsch & Voglmayr 

11. Nigrograna magnoliae Wanas., in Wanasinghe, Wijayawardene, Xu, Cheewangkoon & 

Mortimer, PLoS One 15(7, e0235855), 10 (2020) (Contributed by MC Samarakoon) 

 

Phaeoseptaceae S. Boonmee, Thambugala & K.D. Hyde 

12. Phaeoseptum thailandicum Samarak. & K.D. Hyde in Jayawardena et al., Fungal 

Diversity 117: 45 (2023) (Contributed by Z Lin Tun and CS Bhunjun) 

 

Pleosporaceae Nitschke 

13. Alternaria arida Chaiwan, Jayawardena, Bulgakov & K.D. Hyde, sp. nov. (Contributed 

by N Chaiwan) 
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Salsugineaceae K.D. Hyde & Tibpromma 

14. Salsuginea phoenicis S.N. Zhang, E.B.G. Jones, K.D. Hyde & J.K. Liu, in Jones et al., 

Botanica Marina 63(2), 158 (2019) (Contributed by ND Kularathnage) 

 

Teichosporaceae M.E. Barr 

15. Magnibotryascoma mali Phukhams., Wanas. & K.D. Hyde, Fungal Diversity 87, 105 

(2017) (Contributed by N Wu) 

 

Dothideomycetes orders incertae sedis 
Botryosphaeriales C.L. Schoch et al. 

Botryosphaeriaceae Theiss. & H. Syd. 

16. Botryosphaeria dothidea (Moug.) Ces. & De Not., Commentario della Società 

Crittogamologica Italiana 1(fasc. 4), 212 (1863) (Contributed by AR Rathnayaka) 

17. Lasiodiplodia theobromae (Pat.) Griffon & Maubl., Bulletin de la Société mycologique 

de France 25, 57 (1909) (Contributed by N Huanraluek) 

18. Phaeobotryon negundinis Daranagama, Bulgakov, K.D. Hyde, Mycosphere 7, 936 

(2016) (Contributed by KWT Chethana) 

 

Phyllostictaceae Fr. 

19. Pseudofusicoccum adansoniae Pavlic, T.I. Burgess & M.J. Wingf., Mycologia 100(6), 

855 (2008) (Contributed by AR Rathnayaka and AD Madagammana) 

 

Class Eurotiomycetes Tehler ex O.E. Eriksson & K. Winka 

Subclass Chaetothyriomycetidae Doweld. 

Pyrenulales Fink ex D. Hawksw. & O.E. Erikss. 

Pyrenulaceae Rabenh. 

20. Anthracothecium prasinum (Hepp) Müll. Arg., Linnaea 43, 44 (1880) (Contributed by V 

Thiyagaraja) 

21. Pyrenula ochraceoflava (Nyl.) R.C. Harris, Memoirs of the New York Botanical Garden 

49, 96 (1989) (Contributed by V Thiyagaraja) 

 

Class Leotiomycetes O.E. Erikss. & Winka 

Subclass Leotiomycetidae P.M. Kirk, P. Cannon, Minter & Stalpers 

Helotiales Nannf. 

Cenangiaceae Rehm 

22. Chlorencoelia torta (Schwein.) J.R. Dixon, Mycotaxon 1(3), 230 (1975) (Contributed by 

AS Lestari) 

 

Helotiaceae Rehm 

23. Hymenotorrendiella indonesiana Crous & P.R. Johnst., in Crous et al., Persoonia 44, 349 

(2020) (Contributed by CY Li)  

24. Tatraea aseptata H.L. Su & Q. Zhao, sp. nov. (Contributed by HL Su) 

 

Class Sordariomycetes O.E. Erikss. & Winka 

Subclass Diaporthomycetidae Senan., Maharachch. & K.D. Hyde 

Diaporthales Nannf. 

Apoharknessiaceae Senan., Maharachch. & K.D. Hyde 

25. Apoharknessia thailandica N. Wu, Jian K. Liu & K.D. Hyde sp. nov. (Contributed by N 

Wu) 

 

Diaporthaceae Höhn. ex Wehm. 

26. Diaporthe eres Nitschke, Pyrenomycetes Germanici 2, 245 (1870) (Contributed by PD 
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Abeywickrama) 

27. Diaporthe vexans (Sacc. & P. Syd.) Gratz, Phytopathology 32, 542 (1942) (Contributed 

by W Punyaboon) 

 

Melanconidaceae G. Winter 

28. Melanconis stilbostoma (Fr.) Tul. & C. Tul., Selecta Fungorum Carpologia (Paris) 2, 115 

(1863) (Contributed by SN Wijesinghe)  

 

Subclass Hypocreomycetidae O.E. Erikss. & Winka 

Glomerellales Chadef. ex Réblová, W. Gams & Seifert 

Glomerellaceae Locq. ex Seifert & W. Gams 

29. Colletotrichum endophytica Manamgoda, Udayanga, L. Cai & K.D. Hyde, Fungal 

Diversity 61, 107ï115 (2013) (Contributed A Armand)    

30. Colletotrichum siamense Prihast., L. Cai & K.D. Hyde, Fungal Diversity 39, 98 (2009) 

(Contributed by XY Ma) 
 

Hypocreales Lindau 

Bionectriaceae Samuels & Rossman 

31. Clonostachys agarwalii (Kushwaha) Schroers [as 'agrawalii'], Studies in Mycology 46, 

90 (2001) (Contributed by RH Perera) 

32. Clonostachys ralfsii Schroers, Studies in Mycology 46, 135 (2001) (Contributed by SN 

Wijesinghe) 

 

Clavicipitaceae (Lindau) Earle ex Rogerson 

33. Pochonia chlamydosporia (Goddard) Zare & W. Gams, in Gams & Zare, Nova Hedwigia 

72(3ï4), 334 (2001) (Contributed by WAE Yasanthika) 

 

Nectriaceae Tul. & C. Tul. 

34. Volutella lini  Mukerji, J.P. Tewari & J.N. Rai, Transactions of the British Mycological 

Society 51(2), 337 (1968) (Contributed by MS Calabon) 

 

Subclass Sordariomycetidae O.E. Erikss & Winka 

Chaetosphaeriales genera incertae sedis 

35. Neoleptosporella camporesiana R.H. Perera & K.D. Hyde, Fungal Diversity 100, 219 

(2020) (Contributed by L Lu, Tibpromma S) 

 

Coniochaetales Huhndorf, A.N. Mill. & F.A. Fernández 

Coniochaetaceae Malloch & Cain 

36. Coniochaeta taeniospora (Sacc.) Friebes, Jaklitsch & Voglmayr, Sydowia 68, 91 (2016) 

(Contributed by D Bundhun) 

 

Cordanaceae Nann. 

37. Cordana terrestris (Timonin) Hern.-Restr., Gené & Guarro, in Hernández-Restrepo et al., 

Mycologia 106, 729 (2014) (Contributed by WAE Yasanthika) 

 

Subclass Xylariomycetidae O.E. Erikss & Winka 

Amphisphaeriales D. Hawksw. & O.E. Erikss. 

Apiosporaceae K.D. Hyde, J. Fröhl., Joanne E. Taylor & M.E. Barr 

38. Nigrospora lacticolonia Mei Wang & L. Cai, in Wang, Liu, Crous & Cai, Persoonia 39, 

131 (2017) (Contributed by H Li) 

39. Nigrospora oryzae (Berk. & Broome) Petch, Indian Botanical Society Journal 4, 24 

(1924) (Contributed by D Gomdola) 
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40. Nigrospora osmanthi Mei Wang & L. Cai, in Wang, Liu, Crous & Cai, Persoonia 39, 135 

(2017) (Contributed by H Zhao) 

41. Nigrospora vesicularifera M. Raza & L. Cai, Fungal Diversity 99(1), 1ï104 (2019) 

(Contributed by NP Samaradiwakara) 

 

Sporocadaceae Corda 

42. Discosia celtidis Tennakoon, C.H. Kuo & K.D. Hyde, Fungal Diversity, 108 (2021) 

(Contributed by DS Tennakoon) 

 

Xylariales Nannf. 

Diatrypaceae Nitschke 

43. Allocryptovalsa aquilariae T.Y. Du & Tibpromma sp. nov. (Contributed by TY Du and S 

Tibpromma). 

 

Vamsapriyaceae Y.R. Sun, Yong Wang bis & K.D. Hyde 

44. Vamsapriya uniseptata N.G. Liu & K.D. Hyde, in Sun et al., Journal of Fungi 7(891), 12 

(2021) (Contributed by H Win). 

 

Phylum Basidiomycota  

Class Agaricomycetes Doweld 

Subclass Agaricomycetidae Locq. 

Agaricales Underw. 

Agaricaceae Chevall. 

45. Lepiota angusticystidiata J.F. Liang & Z.L. Yang, in Liang, Yu, Lu, Wang & Song, 

Mycologia 110, 496 (2018) (Contributed by P Sysouphanthong) 

46. Lepiota venenata Zhu L. Yang & Z.H. Chen, in Cai, Chen, He, Luo & Yang, Journal of 

Fungal Research 16, 67 (2018) (Contributed by P Sysouphanthong) 

 

Hymenogastraceae Vittad. 

Gymnopilus P. Karst. 

47. Gymnopilus lepidotus Hesler, Mycologia Memoirs 3, 40 (1969) (Contributed by AN 

Ediriweera, KC Wadduwage and DN Wijayalath) 

 

Lyophyllaceae Jülich 

48. Asterophora lycoperdoides (Bull.) Ditmar, Neues Journal Botanik 3(3, 4), 56 (1809) 

(Contributed by SM Tang) 

 

Pleurotaceae Kühner 

Pleurotus (Fr.) P. Kumm. 

49. Pleurotus tuber-regium (Fr.) Singer, Lilloa 22, 271 (1951) [1949] (Contributed by AN 

Ediriweera, KC Wadduwage and DN Wijayalath) 

 

Boletales E.-J. Gilbert 

Boletaceae Chevall. 

50. Pulveroboletus fragrans Raspé & Vadthanarat, in Raspé et al., Mycol. Progr. 15(4/38): 4 

(2016) (Contributed by O Raspé) 

 

Introduction   
The AJOM new records and collections of fungi is a series of publications introduced in 

2020, which aims to provide a framework for publishing novel data on the taxonomy and 

phylogeny of diverse fungal genera, emphasizing novel host and geographical records (Hyde et al. 

2020c, Chethana et al. 2021a). To date, there are many series that perform a similar function, yet 
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with a focus on novel fungal taxa, such as Fungal Diversity Notes (Jayawardene et al. 2023, 

Boonmee et al. 2021), Fungal Planet (Crous et al. 2020, 2022a), Genera of phytopathogenic fungi 

(Chen et al. 2022) and Mycosphere notes series (Manawasinghe et al. 2022). However, the most 

important purpose of our series is to provide space for mycologists to publish new data related to 

ecology and morphology, including new sequence data necessary to establish stable taxonomy for 

fungal genera. 

Even though the newly described fungal taxa per year has increased dramatically over the 

past few years (Wang et al. 2023), there are still poorly described species that lack molecular data 

and are introduced with only one isolate. Therefore, continuous revisions are taking place for 

different fungal taxa considering their morphology, phylogeny, and ecology. New host and 

geographical records introduced in this study can facilitate these processes by providing the data 

and fresh specimens for the mycologists to study and reference and also assist research on 

population dynamics of ecologically important fungal taxa. Identifying and documenting new 

records on fungal pathogens can be particularly important to understand their host and geographical 

ranges for disease management (Dugan et al. 2009). 

The current study is the third in the series of Asian Journal of Mycology notes, with entries 

mainly collected from China, Italy, Laos, Russia, Sri Lanka, and Thailand. We aim to provide new 

data, including morphological, geographical, and sequence data for fungal taxa, which are 

instrumental for revising species descriptions and producing taxonomic keys for species. In the 

current study, we provide detailed morphological descriptions of collections, with listed herbarium 

material, high-resolution illustrations, sequence data and discussions on fungal taxa. Publication of 

new host and geographical records as a single entity in a peer-reviewed journal ensures the 

scientific accuracy and validity of such information and assists the dissemination of these records 

widely. 

    

Materials and methods 

All the fungal taxa identifications followed the polyphasic approach described in Chethana et 

al. (2021b). Specimens described in this study were collected from China, Italy, Laos, Russia, and 

Thailand. Morphological analyses with illustrations were provided following Senanayake et al. 

(2020), coupled with phylogenetic analyses performed by maximum likelihood (ML), maximum 

parsimony (MP), and Bayesian posterior probability (BYPP) criteria (Dissanayake et al. 2020). In 

addition, the pairwise homoplasy index (PHI) test was carried out when necessary, using Split Tree 

as described by Quaedvlieg et al. (2014) to determine the recombination level within 

phylogenetically closely related species. 

 

Taxonomy 

Phylum Ascomycota Caval.-Sm., Biol. Rev. 73: 247 (1998)  

Class Dothideomycetes O.E. Erikss. & Winka, Myconet 1(1): 5 (1997) 

Facesoffungi number: FoF 14145 

For Dothideomycetes, we follow the recent treatments of (Liu et al. 2017, Wijayawardene et 

al. 2022, Hongsanan et al. 2020a, b). 

 

Subclass Dothideomycetidae P.M. Kirk, P.F. Cannon, J.C. David & Stalpers ex C.L. Schoch, 

Spatafora, Crous & Shoemaker, in Schoch et al., Mycologia 98(6), 1045 (2007) 

Facesoffungi number: FoF 00025 

Cladosporiales Abdollahz. & Crous, in Abdollahzadeh, Groenewald, Coetzee, Wingfield & Crous, 

Studies in Mycology 95, 390 (2020) 

Facesoffungi number: FoF 14146 

Cladosporiaceae Chalm. & R.G. Archibald, Yearbook of Tropical Medicine and Hygiene: 25 

(1915) 

Facesoffungi number: FoF 06966 

 

https://www.facesoffungi.org/2003/
https://www.facesoffungi.org/dothideomycetidae-facesoffungi-number-fof-00025/
https://www.facesoffungi.org/cladosporiales/
https://www.facesoffungi.org/cladosporiaceae/
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Cladosporium Link, Mag. Gesell. naturf. Freunde, Berlin 7: 37 (1816) [1815] 

Facesoffungi number: FoF 06967 

According to Lindau (1907), Mydonosporium is synonymous with Cladosporium, a 

conclusion supported by Vries (1952). However, this conclusion could not be confirmed since its 

type material could not be examined as it is not preserved. Fries (1849) reallocated the type species 

of Azosma (Corda 1831), A. helminthosporioides, to Cladosporium, whereas Saccardo and Traverso 

(Saccardo 1913) assigned it to Macrosporium (= Alternaria). The identity of Azosma remains 

doubtful and could not be proven since the type material is not preserved. Von Arx (1983) 

considered Acroconidiella a synonym of Heterosporium and reduced Stenella to synonymy with 

Cladosporium. However, Acroconidiella possesses tretic conidiogenous cells and conidiogenous 

loci and hila within the genus. Stenella s. lat. is quite distinct from those of Cladosporium by being 

pileate (Stenella s. str.) to planate (former species of Stenella s. lat. now assigned to Zasmidium), 

i.e., in any case without dome and raised rim. Hence, the two genera proposed to be retained as 

separate genera (Crous & Braun 2003). The type material of Acrosporella (Riedl & Ershad 1977) 

has recently been examined and shown to be a synonym of Cladosporium (Braun 2009, Bensch et 

al. 2012). An updated phylogeny for the genus is given in Fig. 1. 

 

Cladosporium tenuissimum Cooke, Grevillea 6(no. 40), 140 (1878) 

Index Fungorum Number: IF 145672; Facesoffungi number: FoF 09313;  Fig. 2 

Saprobic on an unknown host. Sexual Morph: Undetermined. Asexual Morph: 

Conidiomata thick, falcate star-like, superficial, solitary, scattered, black. Colonies on PDA, 

reaching 7 cm diameter, after 102 days at 25 ºC, greenish to black wrinkled, regular colony with 

filiform margin, filamentous form, raised, smooth, reverse greenish brown with a black center. 

Mycelium immersed, septate, unbranched, hyaline to brownish hyphae. Conidiophore hyaline to 

brown, small, short. Conidiogenous cell 4ï12 µm high × 3ï4 µm wide (x← = 7 × 3 µm, n = 4), 

hyaline to brown, ellipsoidal to ampulliform, intercalary. Conidia 3ï7 µm high × 2ï5 µm wide (x← = 

4 × 3 µm, n = 24), globose, subglobose to ellipsoidal, aseptate, hyaline to light brown, smooth.    

Culture characteristics ï Conidia germinated on PDA within 72 hr., reaching 40 mm diam. in 

2 weeks at 25 °C. Colonies on PDA with velvety, feathery, regular, dark green, or dark olivaceous. 

Sporulation was observed. The reverse of colony black or dark brown or dark green.  

Material examined ï Thailand, Chiang Rai Province, Muang District, Mae Fah Luang 

University, on dead wood of unknown host, 17 February 2021, C. J. Prematunga (MFLU 22-0112), 

living culture MFLUCC 22-0055. 

GenBank accession numbers ï ITS: ON860666, act: ON952525, tef-1Ŭ: OP081761. 

Known distribution (based on molecular data) ï Brazil, China, Korea, Thailand, the USA 

(Heuchert et al. 2005, Bensch et al. 2018, Rosado et al. 2019, Tennakoon et al. 2021a, this study).  

Known hosts (based on molecular data) ï Acacia mangium, Anacardium occidentale, Carica 

papaya, Capsicum sp., Macaranga tanarius, Morus australis, Passifora edulis, Zea mays (Heuchert 

et al. 2005, Bensch et al. 2018, Rosado et al. 2019, Tennakoon et al. 2021a). 

Notes ï Based on BLASTn search results of ITS, act, and tef-1Ŭ sequence data, our strain 

(MFLUCC 22-0055) showed high similarity (Ó 80%) to several Cladosporium taxa in the 

GenBank. In our phylogenetic analysis (Fig. 1), MFLUCC 22-0055 has shown a close phylogenetic 

affinity to C. tenuissimum (CBS 125995). The dark, erect irregular-branched conidiophores, 15ï40 

ɛm long, cylindrical to subclavate conidiogenous cells, and 3ï10 × 2ï5 ɛm, dark, subglobose, 0ï3-

septate conidia of C. tenuissimum show similar morphology with our isolate (Bensch et al. 2012). 

We report C. tenuissimum in Chiang Rai, Thailand, as a new record. 

https://www.facesoffungi.org/cladosporium/
http://www.indexfungorum.org/Names/NamesRecord.asp?RecordID=145672
https://www.facesoffungi.org/cladosporium-tenuissimum/
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Fig. 1 ï Maximum likelihood tree revealed by RAxML from an analysis of ITS, act and tef-1Ŭ 

sequence data of the species of Cladosporium, showing the phylogenetic position of Cladosporium 

tenuissimum (MFLUCC 22-0055). Maximum likelihood bootstrap supports (Ó 80%) and Bayesian 

posterior probabilities (Ó 0.90 BYPP) are given near the branches as ML/BYPP. The tree is rooted 

with C. sphaerospermum (CBS 193.54) and C. longissimum (CBS 300.96). Ex-type strains are 

indicated in bold. The newly generated sequences are indicated in yellow. The scale bar represents 

the expected number of nucleotide substitutions per site.  
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Fig. 1 ï Continued 
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Fig. 2 ï Cladosporium tenuissimum (MFLU 22-0112, new geographical record). a Conidiomata 

on the host. b Close-up of conidiomata on the substrate. c Culture on the PDA (left: top view, right: 

reverse view). d Sporulating on the PDA. eïf Conidiophore and conidiogenous cells. gïk Conidia. 

Scale bars: b = 100 µm, e = 10 µm, f = 5 µm, gïk = 3 µm. 

 

Mycosphaerellales P.F. Cannon, in Kirk et al., Ainsworth & Bisby's Dictionary of the Fungi, Edn 9 

(Wallingford), x (2001) 

Facesoffungi number: FoF 14162 

Phaeothecoidiellaceae K.D. Hyde & Hongsanan, in Senanayake et al., Mycosphere 8(1), 140 

(2017) 

Facesoffungi number: FoF 02883 

Translucidithyrium X.Y. Zeng & K.D. Hyde, Mycological Progress 17(9), 1090 (2018) 

Facesoffungi number: FoF 04090  

Translucidithyrium was introduced by Zeng et al. (2018), with Translucidithyrium 

thailandicum as the type species. This genus morphologically resembles the members of 

Myriangiaceae and Schizothyriaceae but differs by lacking a network-like structure separating 

locules in the ascomata and appendaged ascospores (Zeng et al. 2018, Li et al. 2020). This genus is 

also morphologically very similar to Lecideopsella (Schizothyriaceae) in having solitary, scattered, 

grey-coloured ascomata outlined by thin upper walls and globose asci with 1-septate ascospores 

(Zeng et al. 2018, Li et al. 2020). In contrast to Translucidithyrium lacking a network-like structure 

in ascostromata, ascal pedicels and appendaged, hyaline ascospores, Lecideopsella has ascospores 

that are pale yellowish at both ends (Phookamsak et al. 2016, Zeng et al. 2018). An updated 

phylogeny for Phaeothecoidiellaceae and closely related taxa is shown in Fig. 3. 

 

 

 

 

https://www.facesoffungi.org/mycosphaerellales-facesoffungi-number-fof-14162/
https://www.facesoffungi.org/phaeothecoidiellaceae/
https://www.facesoffungi.org/translucidithyrium/


 

  100 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Fig. 3 ï Phylogram generated from maximum likelihood analysis based on combined LSU and ITS 

sequence data. Thirty-nine strains are included in the combined gene analyses comprising 1462 

characters after alignment (893 characters for LSU and 569 for ITS). Dothidea sambuci (AFTOL 

ID-274) is used as the outgroup taxon. The tree topology of the Bayesian analysis was similar to the 

maximum likelihood analysis. The best RaxML tree with a final likelihood value of -12266.208 is 

presented. The matrix had 768 distinct alignment patterns, with 19.62% undetermined characters or 

gaps. Evolutionary models Tn+F+R6 and GTR+G were selected as the best-fit models for the LSU 

and ITS gene regions, respectively. Bootstrap values for maximum likelihood equal to or greater 

than 60 and Bayesian posterior probabilities equal to or greater than 0.90 are placed above or below 

the branches, respectively. Ex-type strains are in bold. The newly generated sequences are 

indicated in yellow. 
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Translucidithyrium chinense H.X. Wu & X.H. Li, in Li et al., MycoKeys 76, 7 (2020) 

Index Fungorum number: IF 557843; Facesoffungi number: FoF 09429;  Fig. 4 

Epiphyllous appearing as brownish lesions on the surface of unidentified leaves. Mycelium 

scarce or not distinct. Sexual morph: Ascomata 600ï700 ɛm in diam. (x← = 650 ɛm, n = 15), 

solitary, scattered, globose to subglobose, flattened, light brown, without ostiole. Peridium poorly 

developed at the basal, thin at the upper walls, membranous, composed of pale brown, interwoven, 

irregular, meandering, interwoven arranged cells. Hamathecium composed of hyaline interascal 

tissues. Asci 55ï70 × 40ï70 ɛm (x← = 65 × 50 ɛm, n = 15), bitunicate, 8-spored, globose to 

subglobose, embedded in interascal tissues, apedicellate. Ascospores 35ï40 × 10ï15 ɛm (x← = 37 × 

12 ɛm, n = 20), crowded, irregularly overlapping, hyaline, ovoid at young state, fusiform to 

inequilateral at maturity, tapering at both ends, 1-septate, constricted at the septum, lower cell 

longer than the upper, hook-like curve in the upper cell, verrucose to smooth, covering a thin 

sheath. Asexual morph: Undetermined. 

Material examined ï Thailand, Nan Province, Pua District, unidentified leaf, 4 February 

2022, Diana Sandamali, MFLU 23-0065. 

GenBank accession numbers ï ITS: OQ568947, LSU: OQ568948. 

Known distribution (based on molecular data) ï China (Li et al. 2020), Thailand (this study). 

Known hosts (based on molecular data) ï Alpinia blepharocalyx (Li et al. 2020). 

Notes ï The morphology of this species resembles Translucidithyrium chinense in having 

brownish, globose ascomata, globose to subglobose, 8-spored asci, and hyaline, 1-septate, curved 

ascospores that are initially ovoid, becoming fusiform at maturity (Li et al. 2020). The comparisons 

of the ITS sequences show four base pair differences across 450 bp (1.1 %). Our ITS and LSU 

combined phylogenetic analyses (Fig. 3) reveal that our strain clusters with Translucidithyrium 

chinense (IFRDCC 3000) with 100% maximum likelihood and 1.00 posterior probability support. 

Thus, we report the first geographical record of T. chinense in Thailand. 

 

Subclass Pleosporomycetidae C.L. Schoch, Spatafora, Crous & Shoemaker, Mycologia 98, 1048 

(2007) 

Facesoffungi number: FoF 14163 

Pleosporales Luttrell ex M.E. Barr, Prodromus to class Loculoascomycetes (Amherst), 67 (1987)  

Facesoffungi number: FoF 08715 

Acrocalymmaceae Crous & Trakun., in Trakunyingcharoen et al., IMA Fungus 5(2), 404 (2014) 

Facesoffungi number: FoF 08135 

Acrocalymma Alcorn & J.A.G. Irwin, Transactions of the British Mycological Society 88(2), 163 

(1987) 

Facesoffungi number: FoF 07097 

Acrocalymma, the only genus in Acrocalymmaceae, was introduced to accommodate A. 

medicaginis Alcorn & J.A.G. Irwin as the type species (Alcorn & Irwin 1987, Wijayawardene et al. 

2022). Acrocalymma medicaginis was recognized as the asexual morph of Massarina walkeri by 

Shoemaker et al. (1991). However, Trakunyingcharoen et al. (2014) showed that A. medicaginis 

and M. walkeri are phylogenetically distinct and introduced a new combination, A. walkeri. Both 

sexual and asexual morphs are recorded for this genus (de Silva et al. 2022). Currently, 11 species 

are listed under this genus in the Index Fungorum (2022). An updated phylogeny is shown in Fig. 

5. 

 

 

 

 

 

http://www.indexfungorum.org/Names/NamesRecord.asp?RecordID=557843
https://www.facesoffungi.org/translucidithyrium-chinense-facesoffungi-number-fof-09429/
https://www.facesoffungi.org/genus1/
https://www.facesoffungi.org/pleosporales/
https://www.facesoffungi.org/acrocalymmaceae/
https://www.facesoffungi.org/acrocalymma/
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Fig. 4 ï Translucidithyrium chinense (MFLU 23-0065, new geographical record). a Leaf 

specimen. b, c Ascomata on the leaf surface. d Squash mount of ascomata. e Section through 

ascomata. f Interascal tissue. g Upper cell wall. h Immature ascus. iïk Mature asci. lïq Immature to 

mature ascospores. r Germinated ascospore. Scale bars: c = 200 µm, d = 100 ɛm, e, gïj = 20 ɛm, f, 

kïr = 10 ɛm. 

 

Acrocalymma hyalina N. Wu, Jian K. Liu & K.D. Hyde sp. nov. 

Index Fungorum number: IF 900557; Facesoffungi number: FoF 14276; Fig. 6 

Etymology ï From the Latin ñhyalineò in reference to the hyaline conidia. 

Holotype ï GZAAS 23-0591 

Saprobic on decaying branch of an unidentified host. Asexual morph: Coelomycetous. 

Conidiomata 160ï230 ɛm high, 190ï230 ɛm diam. (xↄ = 190 × 212 ɛm, n = 10), solitary or 

aggregated, immersed, partially erumpent when mature, dark brown to black, more or less circular, 

uniloculate, thick-walled, wall composed of outer layers of thick-walled, dark brown textura 

angularis, inner layers of thin-walled, hyaline textura angularis. Ostiole circular, central, papillate. 

Peridium 17ï27 ɛm wide, composed of 5ï6 layers, with outer 3ï4 layers brown, thick-walled cells 

of textura angularis and inner 1ï3 layers hyaline, thick-walled cells of textura angularis. 

Conidiophores reduced to conidiogenous cells, arising from all around the basal region of the 

conidioma. Conidiogenous cells 6ï12 ɛm long Ĭ 5ï8 ɛm wide, cylindrical, sometimes slightly 

curved, phialidic, hyaline. Conidia 30ï38 × 5ï9 ɛm (xↄ = 34 × 8 ɛm, n = 20), oblong to 

subcylindrical, straight, hyaline, aseptate, guttulate, not constricted or slightly constricted at the 

middle. Sexual morph: Undetermined. 

https://www.facesoffungi.org/acrocalymma-hyalina-facesoffungi-number-fof-14276/
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Fig. 5 ï Phylogram generated from the maximum likelihood analysis based on the combined LSU, 

SSU and ITS sequence data. Thirty-nine strains are included in the combined analyses. Tree 

topology of the maximum likelihood analysis is similar to the Bayesian analysis. The best RAxML 

tree with a final likelihood value of -6868.654138 is presented. Evolutionary models applied for all 

genes are GTR+G. The matrix had 483 distinct alignment patterns, with 28.24% of undetermined 

characters or gaps. Bootstrap support values for maximum likelihood greater than 70% and 

Bayesian posterior probabilities greater than 0.95 are given near nodes, respectively. The tree was 

rooted with Boeremia exigua (CBS 107. 21) and B. exigua var exigua (CBS 431. 74). Ex-type 

strains are in bold. The newly generated sequences are indicated in yellow.  

 

Culture characteristics ï Conidia germinating on PDA within 12 h. Colonies reaching 10 mm 

diam. after one week at 20ï23 °C, circular, slightly raised, surface smooth, entire margin, white in 

surface view. 


