
Mycology has experienced a rapid development during the last two

decades through the application of molecular techniques and

phylogenetics to fungal taxonomy, ecology and evolution. Many fungal

species display a limited number of morphological and anatomical

characters, making species demarcation difficult. To get a clear picture

of fungal diversity and community phylogenetics in West-Africa,

systematic sampling of fruit bodies of ectomycorrhizal fungi was

carried out in species-rich ecosystems of Benin.
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Introduction

Assess diversity of ectomycorhizal fungi by molecular analysis and

provide information about phylogenetic differences between different

species

Objective of study

Collection site: forest reserve « Ouémé Supérieur » in northern

Benin, between latitude 9°11' et 9°47' North and longitude 1°58' et 

2°28'  Est (Fig. 1). 

Collection setup: 09 plots (2500 m2) in 03 forest types (Photos 1, 2 

and 3)

Collection period: June to October, 2015, 2016, 2017.

Study area

Methodology

woodland of I. tomentosa

• Presence/absence of fungi 

species

• floristic surveys,

Data collected:

Materials

field dryer collecting materials

• DNA was extracted from representative specimens of each

morphological species using either the QuiaGen DNeasy

Plant Mini kit or a protocol of cryogenic disruption followed by

extraction in CTAB buffer, cleaning with chloroform, and

alcohol precipitation.

• Internal transcribed spacer (ITS) region of the rDNA was

amplified by PCR using, variously, the primer pairs ITS1–

F/ITS4, ITS1-F/ITS4-B, or ITS1/LB-w, and sequenced using

the Sanger method.

Data analysis

Results

• Sampling is complete for 2015, 2016 and 2017

• 179 morphologicallly identified species were collected in

2015 and 2017, although this number is likely to change

after integration of 2017 ‘s datas

• 11 different genera were harvested, the genera Amanita

and Russula is the most abundant

• 134 sequences after two first year sequencing data:

Amanitaceae (43 sequences), Boletaceae (37 sequences),

Cortinariaceae (3 sequences), Russulaceae (33

sequences),Tricholomataceae (1 sequence)

• Similar sequences were downloaded from Genbank to

generate a dataset of 3304 sequences

• Data from this year (2017) will be required to know the

total diversity from our study and provide argument to

support the description of numerous putative new species

and to support delimitations within cryptic taxa.
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This study focused on the diversity and phylogeny of ectomycorrhizal fungi in the West African zone. For this fact, 9 plots were installed in three different plant formations

dominated by EcM trees. After the first two years collection, 179 morphologically different species were collected. Sequencing by the Sanger method allowed us to obtain

134 sequences whose the most representative come from the genus Amanita and Russula. This year's data should complement our study.

Abstract

Photo. Some mycorrhizal

fungi from the study

site. A. Amanita loosii, 

B. Xerocomus sp, 

C.Phylloporus sp, D.

Amanita masasiensis
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