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Abstract

The family Botryosphaeriaceae encompasses important plant-associated pathogens, endophytes and saprobes with a wide 
geographical and host distribution. Two dark-spored botryosphaeriaceous taxa associated with Rhus typhina dieback and 
canker disease were collected from Ningxia Province, in northwestern China. Morphology and multigene analysis (ITS, 
LSU and EF-1α) clearly distinguished this clade as a distinct species in the genus. Phaeobotryon rhois is introduced and 
illustrated as a new species in this paper. The species is characterized by its globose, unilocular fruiting bodies and small, 
brown, 1-septate conidia. It can be distinguished from the similar species P. cercidis, P. cupressi, P. mamane and P. querci-
cola based on host association and conidial size and colour. 
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Introduction

Phaeobotryon (Botryosphaeriaceae) was established by Theissen & Sydow (1915) to accommodate Dothidea cercidis 
Cooke and subsequently entered a long period of confusion with a broad concept of the Botryosphaeria species. 
Phillips et al. (2008) redefined Phaeobotryon using the characteristic of 2-septate, brown ascospores, with bipolar 
conical apiculi. Phaeobotryon is a monophyletic genus with a single name for both sexual and asexual morphs (Phillips 
et al. 2008, Liu et al. 2012). Seven Phaeobotryon epithets are listed in Index Fungorum (2015) while Kirk et al. (2008) 
estimated there are four species. Sequence data or living cultures, are however, available for only a very few species 
and many taxa need verification. Recent studies suggest that this genus comprises four species (P. cercidis Cooke, P. 
cupressi Abdollahzadeh et al., P. mamane Crous & Phillips and P. quercicola (Phillips) Crous & Phillips), of which only 
two species (P. cupressi and P. mamane) have been verified and studied based on available living cultures (Phillips et 
al. 2005, 2008, 2013; Abdollahzadeh et al. 2009). Until now, Phaeobotryon has been recorded from Cercis canadensis 
L., Cupressus sempervirens L., Juniperus scopulorum Sargent, Quercus sp. and Sophora chrysophylla (Salisb.) Seem. 
only in Germany, Iran and the USA (Abdollahzadeh et al. 2009, Phillips et al. 2013). Although Phaeobotryon species 
have been isolated from diseased plants, their pathogenicity has not been tested and their role as causal agents of 
disease is unresolved. 
	 During an investigation of forest pathogens that cause canker or dieback disease in China, two Phaeobotryon 
specimens were collected from Rhus typhina L. in Yinchuan City, Ningxia Province, China. This species is characterized 
by globose, unilocular, fruiting bodies and brown, 22 × 11 µm, ellipsoid to oblong, 1-septate conidia. Phylogenetic 
analysis inferred from combined ITS, LSU and EF-1α sequence data provided strong support that this is a new species. 
We introduce Phaeobotryon rhois sp. nov. in this paper with a description and illustrations and compare it with other 
species in the genus.
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it has not been determined if this species is pathogenic, as is true of other Phaeobotryon species. The taxonomy of 
species requires a robust sampling from a wide distribution range and consequent pathogenicity testing as in other 
well-studied botryosphaeriaceous fungi. Future studies should clarify the species diversity in this genus and improve 
the understanding of its disease importance. 
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