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Abstract

During a survey of rhizosphere soil fungi of Eucommia ulmoides in China, three Gongronella strains were isolated. Phylogenetic 
analysis showed that these strains grouped into a separate subclade, closely related to Gongronella sichuanensis. The new 
strains could be distinguished from G. sichuanensis by the smooth-walled, subglobose, or conical-cylindrical apophyses. 
Both phylogenetic analysis and morphological characteristics supported the three strains being a new species, named as 
Gongronella zunyiensis.
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Introduction

Gongronella was established to accommodate a single species, G. urceolifera Ribaldi (Ribaldi 1952). Peyronel & 
Vesco (1955) transferred Absidia butleri Lendn. to Gongronella, as G. butleri (Lendn.) Peyronel & Dal Vesco. Based 
on the presence of a characteristic apophysis, G. urceolifera was found to be synonymous with Absidia butleri 
(Peyronel & Vesco 1955, Pici 1955).
 Six species, Gongronella lacrispora Hesseltine & Ellis, G. guangdongensis F. Liu, T.T. Liu & L. Cai, G. koreana 
Hyang B. Lee & T.T.T. Nguyen, G. orasabula Hyang B. Lee, K. Voigt, P.M. Kirk & T.T.T. Nguyen, G. brasiliensi 
C.A.F. de Souza, D.X Lima & A.L. Santiago, and G. sichuanensis Zhi.Y. Zhang, Y.F. Han, W.H. Chen & Z.Q. Liang 
were reported later by Hesseltine & Ellis (1961), Adamčík et al. (2015), Ariyawansa et al. (2015), Li et al. (2016), 
Tibpromma et al. (2017) and Zhang et al. (2019), respectively. Currently, the genus Gongronella consists of seven 
species.
 Gongronella species have been discovered to produce many bioactive compounds, such as enzymes (Zhou et al. 
2008, Wang et al. 2008, Wei et al. 2010, Santos et al. 2016). Dong et al. (2018) reported that Gongronella sp. may 
promote plant growth by secreting organic acid and facilitating phosphate acquisition. Gongronella species have been 
mostly isolated from soil (Adamčík et al. 2015, Ariyawansa et al. 2015, Li et al. 2016, Zhang et al. 2019). G. butleri 
was isolated from roots of Cocos nucifera from Malaysia (Lendner 1926).
 Eucommia ulmoides Oliver (Eucommiaceae), an indigenously traditional medicine tree in China, is the sole species 
of the genus Eucommia. During a survey of the rhizosphere soil of E. ulmoides in Zunyi, Guizhou Province, China, 
three Gongronella strains were isolated. Both phylogenetic analysis and morphological characteristics supported that 
these three strains were a new species and they are named as Gongronella zunyiensis sp. nov.
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Materials & methods

Rhizosphere soil collection and fungal isolation
The rhizosphere samples were collected from Zunyi City, Guizhou Province, China (N: 29°41′47′′, E: 111°16′08′′). 
Soil samples were mixed with sterilized water in an Erlenmeyer flask, and 1 mL suspensions were evenly spread on 
Martin’s medium and incubated at 25°C. Three fungal strains (GZU20180911.1, GZU20180911.2, GZU20180911.3) 
were isolated from the rhizosphere soil of Eucommia ulmoides. They were purified on potato dextrose agar (PDA) and 
maintained on PDA slants stored at −70°C at the Institute of Fungus Resources, Guizhou University (GZAC). Ex-
type culture and ex-isotypes were deposited in China General Microbiological Culture Collection Center (as CGMCC 
3.19899, CGMCC 3.19900 and CGMCC 3.19901), and dried culture specimens were deposited in Mycological 
Herbarium of the Institute of Microbiology, Chinese Academy of Sciences, Beijing, China (HMAS 255626, HMAS 
255627 and HMAS 255628).

Strain culture and morphological identification
The isolated strains were incubated on PDA at 25 °C for 14 d. Macroscopic and microscopic morphological 
characteristics were examined and photographed with an Olympus BX53 microscope (OLYMPUS, Japan). Diagnosis 
features were illustrated on the basis of these observations. They were morphologically identified according to colony 
characteristics and conidiogenous structures.

DNA extraction, PCR amplification and nucleotide sequencing
DNA extraction was carried out using the BioTeke Fungus Genomic DNA Extraction Kit (DP2032, BioTeke, China). 
The extracted DNA was stored at −20 °C. Amplification of the nuclear ribosomal ITS and large subunit ribosomal 
RNA (LSU) genes were performed with NS1/NS4 (White et al. 1990) and LROR/LR7 (Vilgalys & Hester 1990). The 
PCR products were sequenced with the above primers at TSINGKE Biological Technology (Kunming, China). The 
sequences of three strains were submitted to GenBank (ITS: MN453853, MN453854, MN453855; LSU: MN453856, 
MN453857, MN453858).

Sequence alignment and phylogenetic analysis
DNA sequences generated in this study were assembled and edited using Lasergene software (version 6.0, 
DNASTAR). Sequences of ITS and LSU were selected based on Li et al. (2016), Tibpromma et al. (2017), and Zhang 
et al. (2019). Cunninghamella echinulata (CBS 766.68) was selected as the outgroup in the phylogenetic analysis. 
Sequence alignments were carried out using MAFFT v.7.407 (Katoh & Standley 2013) with the default settings. 
Manual editing of sequences was performed in MEGA6 (Tamura et al. 2013). The sequences dataset (ITS+LSU) were 
concatenated using SequenceMatrix1.7.8 (Vaidya et al. 2011). Concordance between genes was assessed using the 
‘hompart’ command of PAUP4.0b10 (Swofford 2002).
 The combined data set of ITS+LSU genes were analyzed phylogenetically using maximum likelihood (ML) and 
Bayesian MCMC (BI). The maximum likelihood analysis was generated using RAxML (Stamatakis & Alachiotis 
2010) with the graphical user interface (GUI) (Silvestro & Michalak 2012) with 1,000 bootstrap replicates and searched 
for best-scoring ML tree and the GTR model. For the Bayesian analysis, two runs were executed simultaneously for 
1,000,000 generations, saving trees every 500 generations, with the GTR+G nucleotide substitution model across 
all partitions, in MrBayes 3.2 (Ronquist et al. 2012). After the analysis was finished, each run was examined with the 
program Tracer v1.5 (Drummond & Rambaut 2007) to determine burn-in and confirm that both runs had converged. 
The final alignment is available from TreeBASE under submission 25269.

Results

Phylogenetic analysis
The concatenated alignment of ITS+LSU sequences was 1026 bp (ITS: 632, LSU: 494) long. In the phylogenetic 
tree (Fig. 1), Gongronella species were divided into two clades, G. lacrispora formed a single clade and the 
others clustered together with well-supported values (BPP 0.93, MLBS 97%). Except for G. koreana, each species 
was monophyletically grouped. The three new strains (CGMCC 3.19899, CGMCC 3.19900 and CGMCC 3.19901) 
clustered with G. sichuanensis in a subclade (0.98/99).
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FIGURE 1. Phylogenetic t r e e  of Gongrone l la  strains CGMCC 3.19899, CGMCC 3.19900, CGMCC3.19901 and related species 
based on combined partial ITS+LSU sequences. Statistical support values (≥50 %) are shown at nodes, for Bayesian method / maximum 
likelihood. New isolates are in red.

Taxonomy

Gongronella zunyiensis C.B. Dong, Y.F. Han & Z.Q. Liang sp. nov. (Fig. 2) MycoBank No.: MB 833095
 Type:—CHINA. Guizhou Province: Zunyi City, Fengxiang town (N: 29°41′47′′, E: 111°16′08′′), rhizosphere soil 
of Eucommia ulmoides, 11 August 2017, Dong Chunbo, holotype HMAS 255626, ex-holotype CGMCC 3.19899.
 Colonies on PDA white, rhizoids frequent, slightly branched, long or short, 3–6 mm high, 70–75 mm in diam. after 
14 d at 25 °C, villiform, rounded, margin irregular, reverse grey-white. Aerial mycelia smooth, old mycelia becoming 
rough. Sporangiophores rough or smooth, erect, growing directly from the aerial mycelia, 1.5–4.0 μm wide and 
variable in length, many-branched, and some displaying septa clearly below the apophysis, separating the sporangium 
from the sporangiophore. Sporangia subglobose to globose, many-spored, always with an apophysis, sporangial wall 
thin and smooth, 11.0–19.5 μm. Apophyses smooth-walled, subglobose, 3.5–9.5 μm or conical-cylindrical, 4.0–7.0 × 
5.0–9.0 μm. Sporangiospores subglobose, reniform, 1.5–2.0 × 2.0–3.5 μm. Columellae hemispherical and globose, 
2.0–3.0 × 3.5–7.0 μm, collarette usually present. Chlamydospores terminal or lateral, globose or subglobose, 7.0–10.5 
μm. zygospores not observed.
 Etymology:—Refers to the region from which the fungus was isolated.
 Additional specimens examined:—The dried cultures HMAS 255627 and HMAS 255628, and the ex-isotypes 
CGMCC 3.19900 and CGMCC 3.19901 were isolated from rhizosphere soil of E. ulmoides in Fengxiang town, 
Zunyi City, Guizhou Province on 10 September 2017 by Chunbo Dong.
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FIGURE 2. Morphology of Gongronella zunyiensis. A–B. Colony on potato dextrose agar (top and reverse). C–E. Chlamydospore and 
sporangiospores. F–H, J. Sporangiophores with short columella, apophysis, and collarette. I, K–M. Sporangiophores with variously 
shaped apophysis and sporangia. Bars C–M = 10 μm.

Discussion

The nuclear ribosomal ITS has been widely used for phylogenetic analysis in the genus Gongronella (Adamčík et al. 
2015, Ariyawansa et al. 2015, Li et al. 2016, Tibpromma et al. 2017). The ITS and LSU sequences were first used 
to analyse the relationship among Gongronella species by Zhang et al. (2019). In the present study, ITS and LSU 
sequences were also used for identification of three strains. The new strains clustered into a separate subclade, and 
had a close relationship with G. sichuanensis. Gongronella zunyiensis was distinguished from G. sichuanensis by 
its subglobose, or conical-cylindrical apophyses (Table 1), which supported the results of molecular phylogenetic 
analysis. Therefore, both molecular phylogenetic results and morphology confirmed the new strains as a new species, 
G. zunyiensis.

Key to species of Gongronella

1. Zygospores present ............................................................................................................................................................... G. butleri
1. Zygospores absent ..............................................................................................................................................................................2
2.  Chlamydospores absent ...................................................................................................................................................G. orasabula
2.  Chlamydospores present .....................................................................................................................................................................3
3.  Chlamydospores intercalary ..................................................................................................................................G. guangdongensis
3.  Chlamydospores terminal or lateral ....................................................................................................................................................4
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4.  Rhizoids and stolons present ........................................................................................................................................ G. brasiliensis
4.  Rhizoids and stolons absent ................................................................................................................................................................5
5.  Sporangiospores reniform, ovoid or ellipsoidal ......................................................................................................... G. sichuanensis
5.  Sporangiospores globose, subglobose to ellipsoidal or bean-shaped .................................................................................................6
6.  Apophyses conical-cylindrical ....................................................................................................................................... G. zunyiensis
6.  Apophyses hemispherical, subglobose to pyriform ............................................................................................................................7
7.  Columellae hemispherical and globose ..............................................................................................................................G. koreana
7.  Columellae dorsiventrally flattened to spherical, with a collar always present ............................................................. G. lacrispora

TABLE 1. Morphological comparison of Gongronella zunyiensis and G. sichuanensis.

Species Apophyses (μm) Sporangiospores (μm) Columellae (μm) Sporangia (μm) Chlamydos pores (μm)

G. sichuanensis Hemispherical, 2.5–4
Fusiform, reniform, 
1.3–3.8×1.3–1.7

Hemispherical, 
1.5–3.5×1.0–3.0

Globose, subglobose, 
10.5–26.5

Present

G. zunyiensis
Subglobose, 3.5–9.5, 
or conical-cylindrical, 
4.0–7.0×5.0–9.0

Subglobose or 
reniform, 1.5–
2.0×2.0–3.5

Hemispherical and 
globose, 2.0–
3.0×3.5–7.0

Globose or 
subglobose, 11.0–19.5

Present

Acknowledgements

We ar e grateful to Eric McKenzie for comments on the manuscript. This work was financially supported by Key 
Realm R&D Program of GuangDong Province (2018B020205003), Ministry of Science and Technology of China 
(2013FY110400), the National Natural Science Foundation of China ((31460010),  the Special Fund of Science and 
Technology Innovation Talent Team Construction in Guizhou (2016-5624), and Construction Program of Biology 
First-class Discipline in Guizhou (GNYL[2017]009).

References

Adamčík, S., Cai, L., Chakraborty, D., Chen, X.H., Cotter, H., Van, T., Dai, D.Q., Dai, Y.C., Sas, K., Deng, C., Ghobad-Nejhad, M., 
Hyde, K.D., Langer, E., Latha, K.P.D., Liu, F., Liu, S.L., Liu, T., Wei, L.V., Shu-Xia, L.V., Machado, A.R., Pinho, D.B., Pereira, O.L., 
Prasher, I.B., Rosado, A.W.C., Qin, J., Qin, W.M., Verma, R.K., Wang, Q., Yang, Z.L., Yu, X.D., Zhou, L.W. & Buyck, B. (2015) Fungal 
biodiversity profiles 1–10. Cryptogamie, Mycologie 36: 121–166.

 https://doi.org/10.7872/crym/v36.iss2.2015.121
Ariyawansa, H.A., Hyde, K.D., Jayasiri, S.C., Buyck, B., Chethana, K.W.T., Dai, D.Q., Dai, Y.C., Daranagama, D.A., Jayawardena, 

R.S., Lücking, R., Ghobad-Nejhad, M., Niskanen, T., Thambugala, K.M., Voigt, K., Zhao, R.L., Li, G.J., Doilom, M., Boonmee, 
S., Yang, Z.L., Cai, Q., Cui, Y.Y., Bahkali, A.H., Chen, J., Cui, B.K., Chen, J.J., Dayarathne, M.C., Dissanayake, A.J., Ekanayaka, 
A.H., Hashimoto, A., Hongsanan, S., Jones, E.B.G., Larsson, E., Li, W.J., Li, Q.R., Liu, J.K., Luo, Z.L., Maharachchikumbura, 
S.S.N., Mapook, A., McKenzie, E.H.C., Norphanphoun, C., Konta, S., Pang, K.L., Perera, R.H., Phookamsak, R., Phukhamsakda, 
C., Pinruan, U., Randrianjohany, E., Singtripop, C., Tanaka, K., Tian, C.M., Tibpromma, S., Abdel-Wahab, M.A., Wanasinghe, 
D.N., Wijayawardene, N.N., Zhang, J.F., Zhang, H., Abdel-Aziz, F.A., Wedin, M., Westberg, M., Ammirati, J.F., Bulgakov, T.S., Lima, 
D.X., Callaghan, T.M., Callac, P., Chang, C.H., Coca, L.F., Dal-Forno, M., Dollhofer, V., Fliegerová, K., Greiner, K., Griffith, G.W., 
Ho, H.M., Hofstetter, V., Jeewon, R., Kang, J.C., Wen, T.C., Kirk, P.M., Kytövuori, I., Lawrey, J.D., Xing, J., Li, H., Liu, Z.Y., Liu, 
X.Z., Liimatainen, K., Lumbsch, H.T., Matsumura, M., Moncada, B., Nuankaew, S., Parnmen, S., Santiago, A.L.C.M.A., Sommai, 
S., Song, Y., de Souza, C.A.F., de Souza-Motta, C.M., Su, H.Y., Suetrong, S., Wang, Y., Wei, S-F., Wen, T.C., Yuan, H.S., Zhou, L.W., 
Réblová, M., Fournier, J., Camporesi, E., Luangsa-ard, J.J., Tasanathai, K., Khonsanit, A., Thanakitpipattana, D., Somrithipol, 
S., Diederich, P., Millanes, A.M., Common, R.S., Stadler, M., Yan, J.Y., Li, X.H., Lee, H.W., Nguyen, T.T.T., Lee, H.B., Battistin, 
E., Marsico, O., Vizzini, A., Vila, J., Ercole, E., Eberhardt, U., Simonini, G., Wen, H.A., Chen, X.H., Miettinen, O., Spirin, V. & 
Hernawati, V.S. (2015) Fungal diversity notes 111–252 taxonomic and phylogenetic contributions to fungal taxa. Fungal Diversity 
75: 27–274.

 https://doi.org/10.1007/s13225-015-0346-5



GoNGRoNELLA zUNyIENSIS FROM RHIZOSPHERE SOIL Phytotaxa 425 (5) © 2019 Magnolia Press   •   295

Dong, Y., Sun, Q., Zhang, Y., Wang, X., Liu, P., Xiao, Y. & Fang, Z. (2018) Complete genome of Gongronella sp. w5 provides insight into 
its relationship with plant. Journal of Biotechnology 286: 1–4.

 https://doi.org/10.1016/j.jbiotec.2018.08.022
Drummond, A. & Rambaut, A. (2007) BEAST: Bayesian evolutionary analysis by sampling trees. BMC Evolutionary Biology 7: 214.
 https://doi.org/10.1186/1471-2148-7-214
Hesseltine, C.W. & Ellis, J.J. (1961) Notes on Mucorales, especially Absidia. Mycologia 53: 406–426.
 https://doi.org/10.1080/00275514.1961.12017970
Katoh, K. & Standley, D.M. (2013) MAFFT Multiple sequence alignment software version 7: improvements in performance and usability. 

Molecular Biology and Evolution 30: 772–780. 
 https://doi.org/10.1093/molbev/mst010
Lendner, A. (1926) L’Absidia butleri, une nouvelle espèce de Mucorinées. Bulletin de la Société Botanique de Genève 2: 181–183.
Li, G.J., Hyde, K.D., Zhao, R.N., Hongsanan, S., Abdel-Aziz, F.A., Abdel-Wahab, M.A., Alvarado, P., Alves-Silva, G., Ammirati, J.F., 

Ariyawansa, H.A., Baghela, A., Bahkali, A.H., Beug, M., Bhat, D.J., Bojantchev, D., Boonpratuang, T., Bulgakov, T.S., Camporesi, 
E., Boro, M.C., Ceska, O., Chakraborty, D., Chen, J.J., Chethana, K.W.T., Chomnunti, P., Consiglio, G., Cui, B.K., Dai, D.Q., Dai, 
Y.C., Daranagama, D.A., Das, K., Dayarathne, M.C., Crop, E.D., de Oliveira, R.J.V., de Souza, C.A.F., de Souza, J.I., Dentinger, 
B.T.M., Dissanayake, A.J., Doilom, M., Drechsler-Santos, E.R., Ghobad-Nejhad, M., Gilmore, S.P., Góes-Neto, A., Gorczak, 
M., Haitjema, G.H., Hapuarachchi, K.K., Hashimoto, A., He, M.Q., Henske, J.K., Hirayama, K., Iribarren, M.J., Jayasiri, S.C., 
Jayawardena, R.S., Jeon, S.J., Jerónimo, G.H., Jesus, A.L., Jones, E.B.G., Kang, J.C., Karunarathna, S.C., Kirk, P.M., Konta, S., 
Kuhnert, E., Langer, E., Lee, H.S., Lee, H.B., Li, W.J., Li, X.H., Liimatainen, K., Lima, D.X., Lin, C.G., Liu, J.K., Liu, X.Z., Liu, 
Z.Y., Luangsa-ard, J.J., Lücking, R., Lumbsch, H.T., Lumyong, S., Leaño, E.M., Marano, A.V., Matsumura, M., McKenzie, E.H.C., 
Mongkolsamrit, S., Mortimer, P.E., Nguyen, T.T.T., Niskanen, T., Norphanphoun, C., O’Malley, M.A., Parnmen, S., Pawłowska, J., 
Perera, R.H., Phookamsak, R., Phukhamsakda, C., Pires-Zottarelli, C.L.A., Raspé, O., Reck, M.A., Rocha, S.C.O., de Santiago, 
A.L.C.M.A., Senanayake, I.C., Setti, L., Shang, Q.J., Singh, S.K., Sir, E.B., Solomon, K.V., Song, J., Srikitikulchai, P., Stadler, M., 
Suetrong, S., Takahashi, H., Takahashi, T., Tanaka, K., Tang, L.P., Thambugala, K.M., Thanakitpipattana, D., Theodorou, M.K., 
Thongbai, B., Thummarukcharoen, T., Tian, Q., Tibpromma, S., Verbeken, A., Vizzini, A., Vlasák, J., Voigt, K., Wanasinghe, D.N., 
Wang, Y., Weerakoon, G., Wen, H.A., Wen, T.C., Wijayawardene, N.N., Wongkanoun, S., Wrzosek, M., Xiao, Y.P., Xu, J.C., Yan, J.Y., 
Yang, J., Yang, S.D., Hu, Y., Zhang, J.F., Zhao, J., Zhou, L.W., Peršoh, D., Phillips, A.J.L. & Maharachchikumbura, S.S.N. (2016) 
Fungal diversity notes 253–366: taxonomic and phylogenetic contributions to fungal taxa. Fungal Diversity 78: 1–237.

 https://doi.org/10.1007/s13225-016-0366-9
Peyronel, B. & Vesco, G.D. (1955) Ricerche sulla microflora di un terreno agrario presso Torino. Allionia 2: 357–417.
Pici, G. (1955) Qualche osservazione sopra due Mucoraceae. Atti dell’Istituto botanico dell’Università di Pavia 13: 38–44. 
Ribaldi, M.S. (1952) Sopra un interessante Zigomicete terricola: Gongronella urceolifera n. gen. et n. sp. Rivista di Biologia 44: 157–

166.
Ronquist, F., Teslenko, M., van der Mark, P., Ayres, D.L., Darling, A., Höhna, S., Larget, B., Liu, L., Suchard, M.A. & Huelsenbeck, J.P. 

(2012) MrBayes 3.2: efficient Bayesian phylogenetic inference and model choice across a large model space. Systematic Biology 
61: 539–542.

 https://doi.org/10.1093/sysbio/sys029
Santos, F.R., Garcia, N.F.L., da Paz, M.F., Fonseca, G.G. & Leite, R.S.R. (2016) Production and characterization of β-glucosidase from 

Gongronella butleri by solid-state fermentation. African Journal of Biotechnology 15: 633–641.
 https://doi.org/10.5897/AJB2015.15025
Silvestro, D. & Michalak, I. (2012) raxmlGUI: a graphical front-end for RAxML. organisms Diversity & Evolution 12: 335–337.
 https://doi.org/10.1007/s13127-011-0056-0
Stamatakis, A. & Alachiotis, N. (2010) Time and memory efficient likelihood-based tree searches on phylogenomic alignments with 

missing data. Bioinformatics 26: i132–i139.
 https://doi.org/10.1093/bioinformatics/btq205
Swofford, D.L. (2002) PAUP* 4.0b10: phylogenetic analysis using parsimony (*and other methods). Sunderland, MA, Sinauer. 
Tamura, K., Stecher, G., Peterson, D., Filipski, A. & Kumar, S. (2013) MEGA6: molecular evolutionary genetics analysis version 6.0. 

Molecular Biology and Evolution 30: 2725–2729.
 https://doi.org/10.1093/molbev/mst197
Tibpromma, S., Hyde, K.D., Jeewon, R., Maharachchikumbura, S.S.N., Liu, J.K., Bhat, D.J., Jones, E.B.J., McKenzie, E.H.C., 

Camporesi, E., Bulgakov, T.S., Doilom, M., de Azevedo Santiago, A.L.C.M., Das, K., Manimohan, P., Gibertoni, T.B., Lim, Y.W., 
Ekanayaka, A.H., Thongbai, B., Lee, H.B., Yang, J.B., Kirk, P.M., Sysouphanthong, P., Singh, S.K., Boonmee, S., Dong, W., Raj, 
K.N.A., Latha, K.P.D., Phookamsak, R., Phukhamsakda, C., Konta, S., Jayasiri, S.C., Norphanphoun, C., Tennakoon, D.S., Li, J.F., 
Dayarathne, M.C., Perera, R.H., Xiao, Y.P., Wanasinghe, D.N., Senanayake, I.C., Goonasekara, I.D., de Silva, N.I., Mapook, A., 



DONG Et AL.296   •   Phytotaxa 425 (5) © 2019 Magnolia Press

Jayawardena, R.S., Dissanayake, A.J., Manawasinghe, I.S., Chethana, K.W.T., Luo, Z.L., Hapuarachchi, K.K., Baghela, A., Soares, 
A.M., Vizzini, A., Meiras-Ottoni, A., Mešić, A., Dutta, A.K., de Souza, C.A.F., Richter, C., Lin, C.G., Chakrabarty, D., Daranagama, 
D.A. & Lima, D.X. (2017) Fungal diversity notes 491–602: taxonomic and phylogenetic contributions to fungal taxa. Fungal 
Diversity 83: 1–261.

 https://doi.org/10.1007/s13225-017-0378-0
Vaidya, G., Lohman, D.J. & Meier, R. (2011) SequenceMatrix: concatenation software for the fast assembly of multi-gene datasets with 

character set and codon information. Cladistics 27: 171–180.
 https://doi.org/10.1111/j.1096-0031.2010.00329.x
Vilgalys, R. & Hester, M. (1990) Rapid genetic identification and mapping of enzymatically amplified ribosomal DNA from several 

Cryptococcus species. Journal of Bacteriology 172: 4238–4246.
 https://doi.org/10.1128/jb.172.8.4238-4246.1990
Wang, J., Zhou, W., Yuan, H. & Wang, Y. (2008) Characterization of a novel fungal chitosanase Csn2 from Gongronella sp. JG. 

Carbohydrate Research 343: 2583–2588. 
 https://doi.org/10.1016/j.carres.2008.08.004
Wei, F., Hong, Y., Liu, J., Yuan, J., Fang, W., Peng, H. & Xiao, Y. (2010) Gongronella sp. induces overproduction of laccase in Panus rudis. 

Journal of Basic Microbiology 50: 98–103. 
 https://doi.org/10.1002/jobm.200900155
White, T.J., Bruns, T., Lee, S. & Taylor, J. (1990) Amplification and direct sequencing of fungal ribosomal RNA genes for phylogenetics. 

In: Innis, M.A., Gelfand, D., Sninsky, J.J. &  White, T.J. (Eds.) PCR Protocols: a guide to methods and aplications. Academic 
Press, San Diego, pp. 315–322.

 https://doi.org/10.1016/B978-0-12-372180-8.50042-1
Zhang, Z.Y., Han, Y.F., Chen, W.H. & Liang, Z.Q. (2019) Gongronella sichuanensis (Cunninghamellaceae, Mucorales), a new species 

isolated from soil in China. Phytotaxa 416: 167–174.
 https://doi.org/10.11646/phytotaxa.416.2.4
Zhou, W., Yuan, H., Wang, J. & Yao, J. (2008) Production, purification and characterization of chitosanase produced by Gongronella 

sp. JG. Letters in Applied Microbiology 46: 49–54. 
 https://doi.org/10.1111/j.1472-765X.2007.02262.x


