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Corrigenda

Mycotaxon 137(1)

p. 21, line 19  for:  Additional examinations ...  Phaeocollybia P.  
  read:  Additional examinations ...  P. spadicea

Corrigenda for Mycotaxon 137(2) 
Cited below is an omission present in files submitted for PDF conversion in 
the current issue but not detected by the authors until after the paper had 
gone to press.

p. 311, line 23  After the last sentence add: Platismatia is not closely related  
  with the three other genera included in this study (Divakar et al. 2017).
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From the Editor-in-Chief

Mycotaxon style nuts and bolts—As this issue goes to press, we are in the 
process of editing a new set of instructions and manuscript templates to assist 
authors. In so doing, the supposedly helpful styles formatting of the previous 
Mycotaxon template will be eliminated. This past year, although it became 
obvious that several authors had carefully prepared manuscripts using those 
styles, their texts arrived at the editorial desk looking nothing like what the 
authors had intended. There seems to be a growing incompatibility among 
different computer operating systems and word processing applications that 
is causing problems. (The fact that one manuscript left Nomenclature Editor 
Pennycook’s computer in perfect Times New Roman but arrived on Editor-
in-Chief Norvell’s computer displaying several sections written entirely in 
the Greek alphabet alerted us that there was trouble brewing between Shaun’s 
Times New Roman font family on his PC and Lorelei’s Times font family on 
her Mac.) 

Therefore, until we post the 2022 author guides on our Mycotaxon website, 
we urge everyone to refer to the sample manuscript or a recent Mycotaxon 
publication for formatting suggestions. Use the current blank templates (all 
of which are sized for the Mycotaxon-size page) for all the required body-, 
legend-, and table-text files, but do not apply any built-in ‘styles’ or introduce 
your own author-defined character or paragraph styles to your document. 
Use instead the paragraph formatting menu built into your word-processing 
application. We hope to have the new guidelines available shortly!

Font-family reminder—Remember that the only font families permitted 
in a Mycotaxon manuscript are the serif Times and san-serif Arial families. 
Authors should begin any manuscripts intended for Mycotaxon using only 
those fonts to prevent the sudden and highly dismaying resurrection of an 
‘alien’ font at press time. 

No intervening space in °C—an editorial labor-saving device! For 
several years, we have advised inserting a space between the degree symbol 
(‘°’) and the temperature abbreviation (‘C’ or ‘F’). Given the number of times 
scientific papers refer to temperature, it does not seem to make much sense 
to devote so much room to the lowly space. We feel that the degree symbol is 
analogous to the percent sign and that neither should be separated from its 
corresponding abbreviation. During editorial processing, the separate parts 
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frequently fall on separate lines, requiring valuable editorial time to reunite. 
Henceforth, we ask all of you to join our Two-Elements-Together-Movement: 
20°C and 100%. 

The information above might not be of high scientific interest to readers, but 
your Editor-in-Chief thanks you!

The 2022 April–June Mycotaxon offers 21 contributions by 89 authors 
(representing 17 countries) as revised by 38 expert reviewers and the editors. 

With 13 titles, the new taxa section proposes two new genera 
(Andomyces from Thailand & Vesiculophora from Brazil) and 15 species new 
to science representing Adustochaete, Cinereomyces, Corynespora, Ellisembia, 
Gangliostilbe, Xylodon, and Zasmidium from China; Anapleurothecium, 
Podosporium, Vesiculophora from Brazil; Andomyces from Thailand; 
Chaetocapnodium from Mexico; Erysiphe from Iran; and Nephromopsis and 
Passalora from India. We also offer one new combination in Anapleurothecium 
from Brazil. 

The New ranges/hosts section contains six titles. New species range 
extensions are reported for [ascomycetes] Elaphomyces for Turkey; 
[basidiomycetes] Anthracoidea for Russia and Lactocollybia for Pakistan & 
Asia; [myxomycetes] Diderma, Lamproderma, Lepidoderma, Meriderma, and 
Physarum for the French and Spanish Pyrenees and Fuligo & Stemonitis for 
Russia; and [zygomycetes] Coemansia for Brazil & South America. 

Mycotaxon 137(2) also provides identification keys to species in all 
cetrarioid lichen genera (Cetraria, Melanelia, Nephromopsis, Platismatia) 
and species in India as well as to species in Adustochaete, Anapleurothecium, 
Gangliostilbe, and Coemansia. Papers providing conclusions supported 
by sequence analyses cover five new species representing Adustochaete, 
Chaetocapnodium, Cinereomyces, Erysiphe and Xylodon and one range 
extension in Lactocollybia.

We also pleased to announce the posting on our mycobiota website of two 
new annotated species lists, which cover 1871 Indian cercosporoid fungi in 
India and 1619 basidiomycetes collected from Grosseto Province in Italy. Our 
issue concludes with book reviews of The Hidden Kingdom of Fungi (Seifert 
2022) and The Boletes of China: Tylopilus s.l. (Chun & Yang 2021).

Warm regards,

Lorelei L. Norvell (Editor-in-Chief) 
14 July 2022



April–June 2022 ... xiii

2022 Mycotaxon submission procedure
Prospective Mycotaxon authors should download the Mycotaxon 2022 guide, 
review & submission forms, and Mycotaxon sample manuscript by clicking the ‘file 
download page’ link on our Instructions to Authors page before preparing their 
manuscript. This page briefly summarizes our ‘4-step’ submission process.

1—Peer review: Authors first contact peer reviewers (two for journal papers; 
three for mycobiota/fungae) before sending them formatted text & illustration 
files and the appropriate 2022 Mycotaxon journal or mycota reviewer comment 
form. Experts return revisions & comments to both the Editor-in-Chief  
<editor@mycotaxon.com> and authors. All co-authors must correct and proof-
read their files before submitting them to the Nomenclature Editor. 
2—Nomenclatural review: Authors email all error-free text, tables, 
legends, and graphics in separate files to the Nomenclature Editor <PennycookS@
LandcareResearch.co.nz>. Place first author surname + genus + ‘Mycotaxon’ on the 
subject line, and (required) attach a completed submission form. The Nomenclature 
Editor will (i) immediately assign the accession number and (ii) after a few weeks 
return his notes and suggested revisions to the author(s) and Editor-in-Chief.
3—Final submission: All coauthors thoroughly revise and proof-read files 
to prepare error-free text and images ready for immediate publication. Poorly 
formatted copy will be rejected or returned for revision. E-mail the final manuscript 
to the Editor-in-Chief <editor@mycotaxon.com>, adding the accession number to 
the message and all files, which include a (i) revised 2022 submission form, all (ii) 
text files and (iii) jpg images, and (iv) FN, IF, or MB identifier verifications for each 
new name or typification. The Editor-in-Chief acknowledges submissions within 
two weeks of final submission but requests authors to wait at least 14 days before 
sending a follow-up query (without attachments).
4—Final editorial review & publication: The Editor-in-Chief  conducts a 
final grammatical and scientific review and returns her editorial revisions to all 
expert reviewers and coauthors for final author approval. Author-approved files 
are placed in the publication queue.

The PDF proof and bibliographic & nomenclatural index entries are sent to all 
coauthors for final inspection. After PDF processing, the Editor-in-Chief  corrects 
only PDF editorial/conversion and index entry errors; corrections of all other errors 
are listed in the Corrigenda of a subsequent issue for no charge. Authors pay fees 
for mycobiota uploads, optional open access, and correction of major author errors 
to the Business Manager <subscriptions@mycotaxon.com> at this time. 

Mycotaxon ltd— www.mycotaxon.com
The Mycotaxon Webmaster <mycotaxon@gmail.com> posts 

announcements, subscription & publication information, and author forms & 
templates on the official Mycotaxon site. Our server also hosts the mycobiota 
web-page for free download of Fungae (regional annotated species lists). 
Mycotaxon online— www.ingentaconnect.com/content/mtax/mt

The Mycotaxon journal publishes four quarterly issues per year. Both open 
access and subscription articles are offered.
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Xylodon flocculosus sp. nov.  
from Yunnan, China
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Abstract —A new corticioid fungal species, Xylodon flocculosus, is described from China 
based on morphological and ITS+LSU sequence analyses.

Key words — Honghe county, Hymenochaetales, Schizoporaceae, taxonomy, wood-rotting 
fungi

Introduction
The corticioid genus Xylodon (Pers.) Gray, with X. quercinus (Pers.) Gray 

as the type, is widespread. Its species are primarily wood decomposers 
causing white rot of both angiosperms and gymnosperms (Eriksson & 
Ryvarden 1976, Yurchenko & Wu 2014), although a few Xylodon taxa have 
also been collected on brown rotten spruce stumps, palms or palm tree 
inflorescences, bamboo, and ferns (Burdsall & al. 1981, Langer 1994, Nordén 
& al. 1999, Kotiranta & Saarenoksa 2000, Boidin & Gilles 2003, Hjortstam 
& al. 2005, Xiong & al. 2010, Jo & al. 2019). The genus is characterized by 
resupinate basidiomata with hymenophores that are smooth, tuberculate, 
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grandinioid, odontioid, coralloid, irpicoid or poroid; a monomitic hyphal 
system with clamp connections on generative hyphae; cystidia that are 
bladder-like, bottle-shaped, and capitate to subulate; suburniform basidia; 
and globose to ellipsoid to cylindrical basidiospores (Gray 1821, Bernicchia 
& Gorjón 2010). Index Fungorum (http://www.indexfungorum.org) lists 
192 specific and infraspecific names in Xylodon, but currently accepted 
number of species in the genus is about 90 (Wu 1990, 2000, 2001, 2006; 
Xiong & al. 2009, 2010; Dai 2011, 2012; Lee & Langer 2012; Yurchenko & 
al. 2013; Yurchenko & Wu 2014; Zhao & al. 2014; Chen & al. 2016, 2018; 
Kan & al. 2017a,b; Riebesehl & Langer 2017; Wang & Chen 2017; Shi & al. 
2019; Ma & Zhao 2021). About 22 Xylodon species have been found and 
described in China (Wang & Chen 2017, Shi & al. 2019, Ma & Zhao 2021, 
Wang & al. 2021).

Yurchenko & Wu (2014) placed Xylodon in the Xylodon-Schizopora-
Palifer clade based on nuclear DNA sequence studies of Hyphodontia s.l. 
In their studies based on morphological and molecular analyses Riebesehl 
& Langer (2017) proposed 16 new Xylodon combinations. Riebesehl & al. 
(2019), who accept 77 species in the genus, synonymised Palifer Stalpers & 
P.K. Buchanan and Odontiopsis Hjortstam & Ryvarden with Xylodon.

We encountered an undescribed taxon during our research on corticioid 
fungi in southern China. Morphological comparisons and internal 
transcribed spacer (ITS) and large subunit nuclear ribosomal RNA gene 
(nLSU) sequence analyses place the fungus in Xylodon. The taxon is 
proposed here as Xylodon flocculosus.

Materials & methods
The studied specimens have been deposited at the herbarium of Southwest 

Forestry University, Kunming, Yunnan Province, P.R. China (SWFC). 
Macromorphological descriptions are based on field notes. Colour terms 
follow Petersen (1996). Micromorphological data were obtained from the dried 
specimens and observed under a light microscope following Dai (2012). The 
following abbreviations are used: KOH = 5% potassium hydroxide, CB = Cotton 
Blue, CB– = acyanophilous, IKI = Melzer’s reagent, IKI– = both non-amyloid 
and non-dextrinoid, L = mean spore length (arithmetic average of all spores),  
W = mean spore width (arithmetic average of all spores), Q = variation in the L/W 
ratios between the specimens studied, n = number of spores measured/number of 
specimens.

CTAB rapid plant genome extraction kit-DN14 (Aidlab Biotechnologies Co., 
Ltd.) was used to obtain genomic DNA from dried specimens, according to the 
manufacturer’s instructions. The ITS region was amplified with primer pairs ITS5 
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Table 1. Hastodontia, Lyomyces, and Xylodon species and sequences used in the 
phylogenetic analyses.

Species Sample 
GenBank accession no.

Reference
ITS LSU

H. halonata Mexico MK575207 MK598738 Yurchenko & al. 2020

H. hastata KHL14646 MH638232 MH638232 Viner & al. 2018

L. allantosporus FR-0249548 KY800397 KY795963 Yurchenko & al. 2017

L. mascarensis KAS-GEL 4833 KY800399 KY795964 Yurchenko & al. 2017

L. organensis MSK 7247 KY800403 KY795967 Yurchenko & al. 2017

L. orientalis GEL 3400 DQ340326 DQ340353 Yurchenko & al. 2017

X. apacheriensis Wu 0910-58 KX857797 KX857822 Chen & al. 2017

X. asper GEL 3257 EU583424 — Yurchenko & al. 2020

X. astrocystidiatus Wu 9211-71 JN129972 JN129973 Yurchenko & Wu 2014

X. australis CANB869100 MT158715 MT158751 Fernández-López & al. 2020

X. borealis Spirin 9416 MH317760 MH638259 Viner & al. 2018

X. brevisetus KHL 12386 DQ873612 DQ873612 Larsson & al. 2006

X. bubalinus Cui 12888 NR_154097 — Wang & Chen 2017

X. chinensis Wu 1407-105 KX857804 KX857811 Chen & al. 2017

X. cystidiatus FR-0249200 MH880195 MH884896 Riebesehl & al. 2019

X. detriticus Zíbarová 16.05.17 MH320794 — Viner & al. 2018

X. exilis MSK-F 7381 MH880196 MH884897 Riebesehl & al. 2019

X. filicinus FR-0249797 MH880201 MH884901 Riebesehl & al. 2019

X. flocculosus CLZhao 4544 MW980775 — Present study

CLZhao 18342 [T] MW980776 MW980779 Present study

CLZhao 18379 MW980777 MW980780 Present study

CLZhao 18394 MW980778 MW980781 Present study

X. follis FR-0249814 MH880204 MH884902 Riebesehl & al. 2019

X. hastifer Ryvarden 19767 KY081801 — Riebesehl & Langer 2017

X. heterocystidiatus Wu 9209-27 JX175045 KX857821 Chen & al. 2017

X. hyphodontinus LIP GG-
MAR15-127

MH880208 MH884906 Riebesehl & al. 2019

X. kunmingensis CLZhao 755 MK404530 — Shi & al. 2019

X. lenis Wu890714-3 KY081802 — Riebesehl & Langer 2017

X. mollis Wu 0808-32 JX175043 KX857820 Chen & al. 2017
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Species Sample 
GenBank accession no.

Reference
ITS LSU

X. mollissimus Yuan 4391 KY007518 — Kan & al. 2017b

X. nesporii MA:Fungi:79920 MT158717 MT158753 Fernández-López & al. 2020

X. niemelaei Wu 1010-62 KX857799 KX857817 Chen & al. 2017

X. nongravis GC 1412-22 KX857801 KX857818 Chen & al. 2017

X. nothofagi PDD: 91630 GQ411524 — Fukami & al. 2010

X. ovisporus SFC20180822-22 MK992859 — Lupala & al. 2019

X. paradoxus KAS-JR06 MH880219 — Riebesehl & al. 2019

X. pseudotropicus Dai 10768 NR_154066 — Zhao & al. 2014

X. quercinus MA:Fungi:84446 MT158719 MT158755 Fernández-López & al. 2020

X. raduloides KAS-JR26 MH880225 MH884910 Riebesehl & al. 2019

X. reticulatus GC 1512-1 KX857808 KX857813 Chen & al. 2017

X. rhizomorphus Dai 12354 KF917544 — Zhao & al. 2014

X. rimosissimus Ryberg 021031 DQ873627 — Larsson & al. 2006

X. serpentiformis TUB-FO 40688 MH880229 — Riebesehl & al. 2019

X. spathulatus MSK-F 12931 MH884914 MH880231 Riebesehl & al. 2019

X. subclavatus TUB-FO 42167 MH880232 — Riebesehl & al. 2019

X. subflaviporus Wu 0809-76 KX857803 KX857815 Chen & al. 2018

X. subtropicus Wu 9806-105 KX857807 KX857809 Chen & al. 2017

X. verecundus KHL 12261 DQ873642 — Larsson & al. 2006

and ITS4 (White & al. 1990), and the nLSU region was amplified with primer 
pairs LR0R and LR7 (http://lutzonilab.org/nuclear-ribosomal-dna). The ITS PCR 
protocol was: initial denaturation at 95 °C for 3 min; then 35 cycles at 94 °C for  
40 s, 58 °C for 45 s, and 72 °C for 1 min; and a final extension of 72 °C for 10 min. 
The nLSU PCR protocol was: initial denaturation at 94 °C for 1 min; then 35 cycles 
at 94 °C for 30 s, 48 °C for 1 min, and 72 °C for 1.5 min; and a final extension of  
72 °C for 10 min. The PCR products were purified and directly sequenced at 
Kunming Tsingke Biological Technology Limited Company. All newly generated 
sequences were deposited at GenBank (Table 1).

Sequencher 4.6 (https://www.genecodes.com) was used to edit the DNA 
sequence. Sequences were aligned using the “G-INS-I” strategy in MAFFT 7 
(https://mafft.cbrc.jp/alignment/server/) and manually adjusted in BioEdit (Hall 
1999). The sequence alignment was deposited in TreeBase (submission ID 28085). 
The outgroup Hastodontia halonata (J. Erikss. & Hjortstam) Hjortstam & Ryvarden 
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Fig. 1. Maximum parsimony strict consensus tree illustrating the phylogeny of Xylodon flocculosus 
and related species in the residual polyporoid clade, based on ITS+nLSU sequences. Branches 
are labeled with maximum likelihood bootstrap >70%, parsimony bootstrap proportions >50% 
and Bayesian posterior probabilities >0.95.

and H. hastata (Litsch.) Hjortstam & Ryvarden was used to root the tree in the 
combined analyses following Shi & al. (2019) (Fig. 1).

Maximum parsimony (MP) analysis was applied to the combined dataset 
sequences. Approaches to phylogenetic analysis followed Zhao & Wu (2017), 
and the tree was generated in PAUP* 4.0b10 (Swofford 2002). All characters were 
equally weighted, and gaps were treated as missing data. Trees were inferred using 
the heuristic search option with TBR branch swapping and 1000 random sequence 
additions. Max-trees were set to 5000, branches of zero length were collapsed, and 
all parsimonious trees were saved. Clade robustness was assessed using a bootstrap 
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(BT) analysis with 1000 replicates (Felsenstein 1985). Descriptive tree statistics 
tree length (TL), consistency index (CI), retention index (RI), rescaled consistency 
index (RC), and homoplasy index (HI) were calculated for each MP tree generated. 
Sequences were also analyzed using Maximum Likelihood (ML) with RAxML-
HPC2 through the Cipres Science Gateway (www.phylo.org, Miller & al. 2009). 
Branch support (BS) for ML analysis was determined by 1000 bootstrap replicate.

MrModeltest 2.3 (Nylander 2004) was used to determine the best-fit evolution 
model for each data set for Bayesian Inference (BI). BI was calculated with MrBayes 
3.1.2 with a general time reversible (GTR+I+G) model of DNA substitution and 
a gamma distribution rate variation across sites (Ronquist & Huelsenbeck 2003). 
Four Markov chains were run for 2 runs from random starting trees for 1.4 million 
generations, with trees sampled every 100 generations. The first one-fourth 
generations were discarded as burn-in. A majority rule consensus tree was calculated 
for all remaining trees. Branches were considered as significantly supported if they 
received a maximum likelihood bootstrap value (BS) >70%, maximum parsimony 
bootstrap value (BT) >50%, or Bayesian posterior probabilities (BPP) >0.95.

Molecular phylogeny
The combined ITS+nLSU dataset included sequences from 49 fungal 

specimens representing 46 taxa. The dataset had an aligned length of 
2617 characters, of which 960 characters were constant, 208 parsimony-
uninformative and 428 parsimony-informative. MP analysis yielded 1 equally 
parsimonious tree (TL = 2617, CI = 0.380, HI = 0.620, RI = 0.481, RC = 0.183). 
The best-fit model for ITS+nLSU alignment estimated and applied in the BI 
was GTR+I+G, lset nst = 6, rates = invgamma; prset statefreqpr = dirichlet 
(1,1,1,1). BI analysis produced a similar topology with an average standard 
deviation of split frequencies = 0.009310.

The phylogenetic tree (Fig. 1) inferred from ITS+nLSU sequences includes 
46 Xylodon species. Xylodon flocculosus formed a well-supported distinct 
lineage and was sister to X. verecundus (G. Cunn.) Yurchenko & Riebesehl.

Taxonomy

Xylodon flocculosus C.L. Zhao, sp. nov.  Figs 2, 3
MB 840651 

Differs from Xylodon verecundus by its grandinoid hymenial surface and strongly 
encrusted cystidia.

Type: China. Yunnan Province: Honghe, Pingbian County, Daweishan National Nature 
Reserve, on a fallen angiosperm branch, 3 Aug 2019, CLZhao 18342 (Holotype, SWFC 
0018342; GenBank MW980776, MW980779).

Etymology: flocculosus (Lat.) refers to the flocculent hymenophore of the type 
specimen.
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Fig. 2. Xylodon flocculosus (holotype, SWFC 0018342).  
Basidiomata. Scale bars: A = 1 cm; B = 1 mm.
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Basidiomata annual, resupinate, soft, cottony, without odor or taste when 
fresh, becoming flocculent on drying, ≤10 × 3 cm (length × breadth), ≤200 µm 
thick. Hymenial surface grandinoid, aculei 15–20 per mm, 50–100 µm long, 
white to pale buff when fresh, turn to buff upon drying. Margin sterile, white 
to pale buff, ≤1 mm wide.

Hyphal structure monomitic; generative hyphae clamped, hyaline, more 
or less interwoven, thick-walled, branched, 2–3 µm in diameter; IKI–, CB–, 
tissues unchanged in KOH.

Hymenium Cystidia numerous in the aculei, strongly encrusted at the obtuse 
apex, 22–55 × 2.9–5.6 µm; cystidioles absent; basidia barrel-shaped, with four 
sterigmata, basally clamped, slightly constricted in the middle to somewhat 
sinuous, 11–20 × 3.3–4.8 µm; basidioles dominant, in shape similar to basidia, 
but slightly smaller.

Basidiospores ellipsoid, hyaline, thick-walled, smooth, IKI–, CB–, (4–)4.2–5.7 
(–6) × 3.1–4.4(–4.6) µm, L = 4.92 µm, W = 3.57 µm, Q = 1.35–1.42 (n = 120/4).

Type of rot: white rot.
Additional specimens examined: CHINA. Yunnan province. Puer: Jingdong 
County, Wuliangshan National Nature Reserve, on fallen angiosperm branch, 6 
Oct 2017, CLZhao 4544 (SWFC 004544; GenBank MW980775). Honghe: Pingbian 
County, Daweishan National Nature Reserve, on fallen angiosperm branch, 3 Aug 
2019, CLZhao 18379 (SWFC 018379; GenBank MW980777, MW980780) CLZhao 
18394 (SWFC 018394; GenBank MW980778, MW980781).

Discussion
Earlier morphological and molecular studies (Yurchenko & Wu 2014, 

Riebesehl & al. 2019) strongly supported Xylodon as an independent genus 
in the Xylodon-Schizopora-Palifer clade. The newly described X. flocculosus 
is nested in Xylodon (Fig. 1) based on the combined ITS+nLSU sequence 
data (BS = 100%, BT = 100%, BPP = 1). The usefulness of the ITS region 
alone to delimit species in Xylodon is approaching its phylogenetic limits.  
Riebesehl & al. (2019) called for additional genetic markers in Xylodon. 
The present study, based on ITS and nLSU sequences, supports  
X. flocculosus within a distinct, well-supported monophyletic lineage. In ITS 
phylogenetic tree, Xylodon flocculosus was sister to X. verecundus. However, 
morphologically X. verecundus differs from X. flocculosus in its alutaceous 
hymenial surface, capitate cystidia, and narrower basidiospores (5 × 3 µm; 
Hjortstam & Ryvarden 1997).

Morphologically, Xylodon flocculosus resembles X. australis (Berk.) 
Hjortstam & Ryvarden, X. rimosissimus (Peck) Hjortstam & Ryvarden, 
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Fig. 3. Xylodon flocculosus (holotype, SWFC 0018342).  
A. Basidiospores; B. Basidia and basidioles; C. Encrusted cystidia;  

D. Section of hymenium. Scale bars: A = 5 µm; B–D = 10 µm.

and X. tenellus Hjortstam & Ryvarden in sharing a grandinoid hymenial 
surface. Xylodon australis differs in having hymenophore cracked into small 
polygons and larger basidiospores (6–7.5 × 4–4.5 µm, Riebesehl & al. 2019);  
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X. rimosissimus is distinguished by its cream to beige, slightly orange 
hymenial surface and capitate cystidia (Langer 1994); and X. tenellus differs 
in its smaller globose basidiospores (4–4.2 × 4.2–4.5 µm, Hjortstam & 
Ryvarden 2007).

Xylodon fimbriatus (Sheng H. Wu) Hjortstam & Ryvarden, nom. illeg.  
[≡ Lyomyces fimbriatus (Sheng H. Wu) Riebesehl & Yurchenko (Yurchenko 
& al. 2020)], X. papillosus (Fr.) Riebesehl & al., and X. subflaviporus  
C.C. Chen & Sheng H. Wu also resemble X. flocculosus in having strongly 
encrusted cystidia. However, X. fimbriatus is distinguished by its limy-white 
hymenophore and capitate cystidia (Langer 1994), X. papillosus by its smooth 
or finely odontioid hymenophore (Rattan 1977), and X. subflaviporus by its 
poroid hymenophore with cream to straw-colored hymenial surface and 
apically encrusted cystidia (Chen & al. 2018).

Xylodon archeri (Berk.) Kuntze, X. lenis Hjortstam & Ryvarden, and  
X. tuberculatus (Kotir. & Saaren.) Hjortstam & Ryvarden are also reported 
with ellipsoid basidiospores. Xylodon archeri differs in its coralloid 
basidiomata with cinnamon-buff or buckthorn brown hymenial surface and 
presence of the capitate cystidia (Nakasone 2012), X. lenis in its pinkish-
tinted ochraceous hymenophore and moniliform cystidia (Langer 1994), and 
X. tuberculatus in its smooth to papillose or tuberculate hymenophore and 
presence of gloeocystidia (Kotiranta & Saarenoksa 2000).
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