Amphibambusa hongheensis, a novel
bambusicolous ascomycete from Yunnan, China
Hong-Bo Jiang1, Rungtiwa Phookamsak2,3, Jian-Chu Xu2,3
1Mae

Fah Luang University, Chiang Rai 57100, Thailand; 2Kunming Institute of Botany, Chinese Academy of Sciences, Kunming
650201, P.R. China; 3CIFOR-ICRAF China Program, World Agroforestry (ICRAF), Kunming 650201, P.R. China.
Abstract
In the course of an ongoing survey of bambusicolous fungi from southwest China, we discover a novel species, Amphibambusa hongheensis on dead bamboo culms in Honghe County of Yunnan Province, China. The
novel species is introduced based on the morpho-molecular approach. Morphologically, A. hongheensis fits well with Amphibambusa and is characterized by immersed, globose to subglobose ascomata, with
protruding carbonaceous papilla, unitunicate, cylindrical to elongate fusiform, subsessile to short pedicellate asci with a J+, subapical ring, and fusiform, hyaline to pale brown, 1-septate ascospores, with longitudinally
striated, and surrounded by a thick mucilaginous sheath. Phylogenetic analyses of a concatenated ITS-LSU sequence dataset based on maximum-likelihood and Bayesian inference criteria revealed the phylogenetic
affinity of A. hongheensis within Cainiaceae (Xylariales, Sordariomycetes). Amphibambusa hongheensis formed an independent subclade sister to A. bambusicola and clustered with the genus Arecophila.
Amphibambusa hongheensis is the second species accommodated in Amphibambusa and is reported from Yunnan, China, for the first time. Amphibambusa is distributed from China and Thailand, and the host
occurrence is only known on bamboos as saprobes.

Results

Introduction
A monotypic genus Amphibambusa D.Q. Dai & K.D. Hyde was introduced by Liu et al. (2015), with A.
bambusicola D.Q. Dai & K.D. Hyde as the type species. The genus was documented as a saprobe on
bamboo in Thailand (Liu et al. 2015). Amphibambusa is a poorly known genus that accommodates
only a single species, A. bambusicola (Hyde et al. 2020, Index Fungorum 2021). The genus is
characterized by immersed, light brown, coriaceous, globose to subglobose, uni-loculate ascomata,
with papillate ostiole, located by a white margin, unitunicate, cylindrical, asci with a J+, subapical ring,
and fusiform, hyaline, 1-septate ascospores, longitudinally striated, surrounded by a gelatinous sheath.
The asexual morph has not been determined yet for the genus (Liu et al. 2015, Hyde et al. 2020).
Initially, Amphibambusa was placed in Amphisphaeriaceae (sensu lato) with limited phylogeny (Liu et
al. 2015). However, Senanayake et al. (2015) investigated the phylogenetic relationship of taxa in
Xylariomycetidae based on the combined LSU and ITS sequence matrix and reported that
Amphibambusa should belong to Cainiaceae. In the course of an ongoing survey of bambusicolous
fungi from southwest China, a novel species of Amphibambusa was discovered from southwest China
(Yunnan Province) and is introduced here as A. hongheensis.
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Fig. 1 Maximum likelihood tree based on RAxML analysis of a
concatenated ITS-LSU sequence dataset to represent the
phylogenetic
relationships
of
taxa
in
Cainiaceae
and
Requienellaceae. Bootstrap support values for ML equal to or greater
than 70% and the Bayesian posterior probabilities equal to or higher
than 0.95 PP are indicated above the nodes as ML/PP. Ex-type
strains are in bold and the new species are indicated in blue bold.

Fig. 2 Amphibambusa hongheensis (KUN-HKAS 112723, holotype). a
Appearance of ascomata on the host. b Vertical section of the ascoma. c
Peridium. d–f Asci. g Paraphyses. h, i Cultures. j J+, subapical ring (stained
in Melzer’s reagent). k–n Ascospores (notes: k ascospore with longitudinal
striation, n ascospore stained in Indian ink showing mucilaginous sheath).
Scale bars: b = 100 μm, d–g = 30 μm, c = 20 μm, j–n = 15 μm.

Conclusion
• Amphibambusa is distributed from China and Thailand, and the host occurrence is only known on bamboos
as saprobes (Liu et al. 2015, this study).
• Amphibambusa can be easily distinguished from other genera in Cainiaceae in having hyaline to pale
brown ascospores while the other genera have brown to dark brown ascospores (Hyde et al. 2020, Konta et
al. 2021).
• In the preliminary ITS nucleotide BLAST result, Arecophila muroiana (strain GZUCC0122) and Arecophila
sp. (strains GZUCC0110, GZUCC0112, GZUCC0124, GZUCC0127) also showed the similarities with
Amphibambusa hongheensis, but with low percentage queries cover (73%). This may be because of the
gaps and variable characters between our new strains and these strains, indicating that these strains are
not relatives to our new strains.
• We report Amphibambusa species in Yunnan, China for the first time and enrich the distribution of
Amphibambusa.
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