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Abstract: Identification and diversity analysis of fungi is greatly challenging. Though internal
transcribed spacer (ITS), region-based DNA fingerprinting works as a “gold standard” for most of
the fungal species group, it cannot differentiate between all the groups and cryptic species. Therefore,
it is of paramount importance to find an alternative approach for strain differentiation. Availability
of whole genome sequence data of nearly 2000 fungal species are a promising solution to such
requirement. We present whole genome sequence-based world’s largest microsatellite database,
FungSatDB having >19M loci obtained from >1900 fungal species/strains using >4000 assemblies
across globe. Genotyping efficacy of FungSatDB has been evaluated by both in-silico and in-vitro PCR.
By in silico PCR, 66 strains of 8 countries representing four continents were successfully differentiated.
Genotyping efficacy was also evaluated by in vitro PCR in four fungal species. This approach
overcomes limitation of ITS in species, strain signature, and diversity analysis. It can accelerate
fungal genomic research endeavors in agriculture, industrial, and environmental management.

Keywords: fungus; database; FungSatDB; microsatellite; simple sequence repeats (SSRs); genotyping

1. Introduction

Among eukaryotes, fungi represent the second largest group after bacteria, having
species ranging from 0.005 million to 5.1 million in numbers over the years [1]. They
play significant roles in human life due to their diversity in nutritional and secondary
metabolism in natural and artificial niches [2]. Identification of fungal strains has a high
relevance in basic knowledge discovery like ecology and taxonomy as well as applied
applications in agriculture, industrial, and environmental management. Fungi can be
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identified by polyphasic approach using their morphological, biochemical, and molecular
techniques [3]. In molecular approach, DNA barcode of internal transcribed spacer (ITS)
region and proteomics data are more prevalent. Though ITS region amplification using
universal primer is accepted as “gold standard” for fungal species identification [4,5],
there are approximately 30% of fungal species where identification may not work beyond
genus level, such as in (many species of lineage Pezizomycotina, Morerellomycotina, Kickx-
ellomycotina, Zoopagomycotina, Mucoromycotina, Entomophthoromycotina, Chytridiomycotina,
Neocallimasgomycotina, and Blastocladiomycotina [5,6]. Such limitations also exist in differen-
tiation of cryptic species [7]. There is a noticeable gap in sub- species or strain level of ITS
region barcode of fungal species signature.

Though proteomics-based approaches are effective for differentiation at species and
strain levels, they are neither rapid nor economical. Moreover, such data management in
the form of molecular voucher specimen (like simple sequence repeats (SSR) profile/allele
signature) and universalization of methodology for across lab/country will pose further
challenges [8]. Since ITS based methods use GenBank Blast search which is dependent
on existing fungal sequences that are often improperly described. This problem is further
compounded by the rapidly changing nature of fungal taxonomy and lack of strain level
data [7].

Genotyping based mycological diversity and identification face major global chal-
lenges, such as non-availability of simple, cost effective, and rapid identification, user
friendly molecular data, ability to trace origin and biogeography of the strains [9]. In such
challenging situations, different molecular approaches, like RAPD, MLSA, MLSD, SNP,
CGH, and MALDI-TOF MS can be used to resolve strain level differentiation. Among these,
SSR markers are better choice because of their high reproducibility, greater discriminatory
power, amenability to multiplexing and relatively more cost effective for screening large
number of samples [9]. Thus, use of SSRs can be promising in diversity and identification
of fungi strains along with population structure and genetic relatedness due to the presence
of higher number of alleles [10].

Microsatellites or simple sequence repeats (SSRs) are short, hypervariable, tandemly
repeats (1–6 bp), generated by slippage during DNA replication and thus have higher
degree of polymorphism. Being highly variable codominant markers and neutral in
selection, following Mendelian inheritance, it is a marker of choice for population structure,
differentiation, and population assignment [11].

Fungal SSR profile has been found capable to be used as DNA signature for species,
sub-species, strains, and sub-strains/isolate, such as strain differentiation between harmful
and beneficial Aspergilli [12]. Allele specific fungal species identification is also reported,
for example, poplar rust fungal species differentiation, Melampsoma medusa and M. larici-
populina [13,14]. This demonstrates that single or multi locus genotyping of SSR loci can be
used to obtain species, subspecies, or strain specific DNA signature [15].

SSR based microbial identification has a significant advantage as they can be used
without having the need to culture fungi, thereby making the process rapid by direct
sample analysis [6]. SSR based approach can give much higher specificity and sensitivity
in fungal diagnostic tests even at significantly lower titers, which cannot be achieved by
morphological and biochemical approaches [16]. Before availability of whole genome se-
quence discovery of fungal SSRs were done by developing genomic library and sequencing
of repeat bearing clones. This was time-consuming and very expensive. The use of such
markers in heterologous species were limited in number due to lower cross amplifiability,
lower number of alleles, higher homozygosity and null alleles [17]. With the advent of
Next Generation Sequencing (NGS) technology, which is becoming cheaper day by day, in
silico mining of SSR offers a great advantage over genomic library based methods in terms
of cost and rapidity [18]. Previously, whole genome based fungal species microsatellite
genome wide survey reports were limited to either a few species or without any database.
For example, FungREP 1.0 is having limited 44 fungal species [19]. In another study, where
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SSR survey has been made in nine fungal species genomes but it is without any genomic
resource [20].

As on today, there are >1900 fungal species with their WGS represented by >4000 as-
semblies. The number of fungal species is rapidly increasing across globe, thus, there is
a need to develop a single web-genomic resource of all available fungal genomes with
genome wide SSR mining, thus paving the way for universalized approach for genotyping,
catering to the need of identification, differentiation, and management of fungal germplasm
diversity by global community. It can facilitate pan-global community in implementing the
Convention of Biological Diversity (CBD) and the Nagoya Protocol (NP), where both depos-
itors and users may require addressing the issues of identity, traceability, and sovereignty
in access benefit sharing (ABS) of fungal germplasm [21], especially in dispute/violation
of material transfer agreement (MTA). Thus, there is a need to develop a web genomic
resource having all available fungal genome and its genome wide SSRs mining with ready
to use primers for genotyping. Such resource can accelerate the fungal diversity analysis
research and management of fungal germplasm by global community.

Various SSR databases and information are available for fungal genome in literature
but these are limited to few species. For example, SSR survey of nine fungal species [20],
Fungrep 1.0 with 44 fungal species [19], SSRome, which is a comprehensive database of
6533 organisms housing 241 fungal genomes [22], species specific microsatellite database
of Saccharomyces cerevisiae [23] and group specific pathogenic fungi [24]. Fungal MLST
database, an International Fungal Multi Locus sequence typing database developed in
consortium for 10 fungal species (https://mlst.mycologylab.org/ (accessed on 15 October
2020)) and FungiDB, a Fungal and Oomycete Information Resources (https://fungidb.org/
fungidb/app (accessed on 15 October 2020)) also have the information of fungal SSRs of
164 species. An extensive SSR database of fungal genome, MSDB populated with 46,122
eukaryotic species which includes 5804 fungal species genomes [25]. However, there is
no comprehensive, single fungal specific database covering whole genome based SSR loci
with location specific primers for rapid genotyping required for diversity analysis and
strain differentiation. Genotyping of selected SSR loci with genomic coordinates enables
the user to have optimal set of markers to represent variability within the genome and
population of a species gene pool.

To the best of our knowledge, we present here the world’s first whole genome
sequence-based microsatellite database having ready to use primers for multi-locus geno-
typing of >1900 fungal species based on the analysis of >4000 genomes covering major
three classes of fungi for population diversity structure and differentiation of species.

2. Materials and Methods
2.1. Fungal Genomic Data Source

A total of 1973 species were selected from NCBI Genome Database having more than
5000 fungal genome assemblies (http://www.ncbi.nlm.nih.gov/genome/ (accessed on
15 October 2020)). Fungal assemblies were selected based on the criteria of availability of
whole genome assembly, redundancy of species and genome finishing. Out of 1973 species,
1410 belonged to Ascomycetes, followed by 430 and 133 species to Basidiomycetes and
other fungi classes, respectively. Various parameters like sub-group, size, GC content,
number of genes and protein data of genome assembly of each species and strains/isolates
were also collected.

2.2. Genome Wide SSR Mining and Primer Designing for Genotyping

Pre-processing of genomic data was performed using perl script of est_trimmer.pl [26].
Perl script of MISA (MIcroSAtellite identification tool) tool was used for the genome-wide
SSR mining with default parameters i.e., 10 repeating units for mononucleotides, six re-
peating units for dinucleotides and five repeating units for trinucleotides, tetranucleotides,
pentanucleotides and hexanucleotides [27]. In order to get complex and compound mark-
ers, modifications were done in the misa perl script. Descriptive information of the mined
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markers, such as repeat numbers, marker type, GC content, markers size, start and end
location were obtained. Further, Primer 3 core executable was integrated in the fungal SSR
database for the generation of primer pairs of each locus for PCR based genotyping [28].
Parameters used for the primer generation were: primer size 18–27 bp length, 55–65 ◦C
melting temperature, product size ranging between 150–280 bp, and GC content of 40–70%.

2.3. Development of Web Genomic Resource: FungSatDB

FungSatDB based on 3-tier architecture was designed for developing microsatellites in
fungal genomes using LAMP (Linux-Apache-MySQL-PHP) technology (Figure 1). Provi-
sion was also made to furnish the information about the primers designed across flanking
region of SSR loci. This was done to facilitate the users for cost and time effective geno-
typing, so that a user can design new primer at desired location in the genome as well as
use known published primer (external primers) in ePCR mode in the selected assembly.
This application has PERL script embedded at the backend which computes the amplicon
size in terms of basepairs by aligning forward and reverse primer over template genome.
Provision is also made for inclusion of new fungal genome assembly for future updates as
and when the reference sequence is available.

Figure 1. Three-tier architecture of FungSatDB.

2.4. In Silico PCR Based Evaluation of Strain Differentiation Ability of FungSatDB

To evaluate the efficacy of our database for strain differentiation, we selected a widely
present fungal species Fusarium oxysporum. A total of 66 genome assemblies (https://ww
w.ncbi.nlm.nih.gov/genome/genomes/707 (accessed on 15 October 2020)) of different
isolates of this species from four different continents (Asia, Australia/Oceania, Europe,
North America) were selected for strain differentiation by SSR polymorphism using e-PCR.
In silico genotyping of 75 SSR loci was carried out using ePCR of online tool [29]. Five
simple and di- nucleotide repeat loci were selected from each of the 15 chromosomes which
are expected to have a high degree of polymorphism and thus better representation of
variability of both genome as well as population. Multilocus allelic data was generated
using e-PCR option. In order to evaluate effectiveness of allelic profile of these strains,
hierarchical clustering using average distance-based method was performed. This cluster
analysis was done using codes in R language.
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2.5. In Vitro PCR Genotyping Evaluation of SSRs from FungSatDB

In order to evaluate widest applicability of FungSatDB, four divergent classes, i.e.,
Eurotiomycetes (species Aspergillus flavus), Saccharomycetes (species Candida albicans),
Dothideomycetes (species Macrophomina phaseolorum), and Sordariomycetes (species Tricho-
derma longibrachiatum), where one species each were selected. In order to ensure species
identity critically required for such work, isolates for first three fungal species were taken
from International Depository Authority (IDA) recognized repository in India. Aspergillus
flavus: MTCC 9064 and Candida albicans: MTCC 3017 were obtained from IMTECH,
Chandigarh, India. Mirohina fasionima: NAIMCC-F-01260 was obtained from ICAR-
NBAIM, Mau, UP, India. Species identity of Trichoderma longibrachiatum AC2 was ensured
by standard fungal species barcoding of ITS region sequences.

2.6. Identification of Trichoderma Longibrachiatum Using ITS rRNA Sequencing

Fungal endophyte Trichoderma longibrachiatum isolate AC2 was isolated from leaves
of Anthocephalus cadamba (Roxb.) Miq. The total genomic DNA was isolated from pure
mycelia by following the procedure reported by [30] Cenis, (1992). The DNA was then
subjected to PCR amplification of ITS region (ITS1-5.8S-ITS2) using universal primers ITS1
(5′-TCCGTAGGTGAACCTGCGG-3′) and ITS4 (5′-TCCTCCGCTTATTGATATGC-3′) [31]
using Veriti thermal cycler (Applied Biosystems, Singapore, Republic of Singapore). The
25 µL PCR reaction consists of 1× PCR assay buffer, 1.5 mM MgCl2, 200 µm of each dNTPs,
10 pmols of each primer, 50 ng template DNA, and 1 U Taq DNA polymerase. The PCR
conditions were as follows: 95 ◦C for 5 min; with 35 cycles of denaturation for 1 min.
at 95 ◦C, annealing at 55 ◦C for 1 min, extension at 72 ◦C for 1 min 20 sec; and 72 ◦C
for 10 min. The amplified PCR products (2 µL) were visualized on 1.5% (w/v) agarose
gel prepared in 1× TBE buffer by using gel documentation system (Bio-Rad Gel Doc
XR+ gel documentation system, Hercules, California City, CA, USA). Sequencing was
done commercially at Sci Genome Pvt. Ltd. Kochin, India. The chromatograms of the
obtained sequences were analyzed using Finch TV v1.40v. The sequence having high level
of sequence similarity (97–100%) obtained by using BLASTn search was considered as
closest match. The nucleotide sequence of ITS rDNA was submitted to NCBI GenBank and
accession number KX655582 of the isolate was obtained.

2.7. In Vitro PCR Validation

ePCR amplicons obtained over 10 loci were compared with each of the four species
using the same set of primers. Genomic DNA of each fungal strain was isolated using
protocol as described by [32]. Species identities of these fungal isolates were already con-
firmed by ITS1 and ITS4 region sequencing followed by BLAST analysis [31]. Primer3
was used for primer designing of 10 loci in each of the for species using accession number
(Aspergillus flavus (GCA_000006275.2), Candida albicans (GCA_000784595.1), Macrophom-
ina phaseolorum (GCA_000302655.1), and Trichoderma longibrachiatum (GCA_000332775.1)).
Primer sequences are furnished in Supplementary File S1. The PCR reactions were carried
out in Verity thermal cycler (Applied Biosystems, Singapore). Each reaction contained
50 ng of genomic DNA, 1× PCR assay buffer, 1.5–2.5 mM MgCl2 (varied concentration for
different set of reaction mixture), 2.5 mm dNTPs, 10 pmols of each primer and 1.5 unit of
Taq DNA polymerase. The thermal cycler conditions were: initial denaturation at 95 ◦C for
5 min, followed by 30 cycles of denaturation at 94 ◦C for 1 min, annealing (52–59 ◦C) for
1 min, and extension at 72 ◦C for 2 min and a final extension at 72 ◦C for 10 min.

3. Results and Discussion
3.1. Genome Wide SSR Mining and Primer Designing for Genotyping

Out of the available >5000 available fungal genome sequences, partially finished
genome sequences along with species redundancy were excluded. SSR markers were suc-
cessfully mined from all the remaining 3903 genome assemblies. A total of 19,079,777 mark-
ers were mined from these genome assemblies. Maximum repeats were found in mononu-
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cleotide i.e., 11,602,011 repeats (61%), followed by 3,723,047 (19%), 2,798,128 (16%), 513,900 (3%),
235,028 (1%), and 207,663 (1%), repeats in trinucleotides, dinucleotides, tetranucleotides,
hexanucleotides, and pentanucleotides, respectively (Figure 2). Our all-fungal genome
SSRs survey reveals that mono-, di-, and tri-nucleotide repeats were higher in abundance
with respect to longer repeats (Figure 3) (Karaoglu et al., 2004). We found the second
highest abundance of tri-nucleotide repeats (19%) which is due to exonic motifs [33]. This
fungal genome’s survey also reveals huge size differences of thousand folds (from 2.2 Mb to
2.1 GB) but SSR distribution, abundance, and density is independent of respective genome
sizes [20].

Our database offers advantage to users before SSR validation by in vitro PCR as
all duplicate loci present in the genome can be removed. Duplicates giving multiple
bands can be avoided [34]. This approach can reduce the probability of multiple bands
drastically, which is often in the range of 20–30%. Moreover, now cost of SSR genotyping
for allelic length polymorphism using multiplexing with fluorescent dyes has become
costly affair with respect to sequencing of the amplicon. SSR length polymorphism has
been found most economical in diversity studies but such data is devoid of magnitude of
structural polymorphism over these loci. Our database can be used for both, structural
as well as length polymorphism thereby offering relatively higher sensitivity in strain
differentiation. Such structural polymorphism of SSR can be used to burst “null alleles”
especially encountered in heterologous mode of SSR use when genome sequence of the
fungi is not available.

Figure 2. Percentage distribution of the simple sequence repeats (SSR) motif type.
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Figure 3. Motif and repeat abundance in fungal whole genome based SSR survey.

3.2. Development of Web Genomic Resource: FungSatDB

FungSatDB, freely accessible at http://webtom.cabgrid.res.in/fungsatdb/ (accessed
on 22 March 2020) is an exclusive database of microsatellite repeats for various fungal
genome cataloguing information of 19,079,777 repeats which contains 10,235,086 simple,
1,459,190 compound, and 56484 complex markers from 3903 assemblies of 1973 species.
User can obtain different types and motifs of microsatellites (simple, compound, and com-
plex), along with their location and length in the genome assembly of these fungal species.
The web interface of FungSatDB includes concise information about the database and links
to the different pages from where information about different class of microsatellite mark-
ers can be accessed. FungSatDB has four separate tabs, namely, “Home”, “Microsatellites”,
“Analysis”, and “Team” that offers common information about the database, details of the
species included, approach used for in silico microsatellite mining and primer designing
and the team involved in development, (Figure 4). This database provides two different
ways for marker search such as “Species search” and “Alphabetic search”. Microsatellites
for any species can be accessed directly by selecting the species name in “Species search”
option, followed by selecting various parameters, such as isolate, types of repeats and
number of repeats. Such repeat selection has an advantage in getting potentially highly
polymorphic loci as simple and longer repeats generate a greater number of alleles due
to higher mutation rate of such loci [35]. The user can view the searched markers results
with bar graph for marker distribution. For each species, a separate page is provided that
includes details of total repeats identified along with total number of microsatellites of
perfect (mono- to hexa-nucleotide), compound and complex type. In “Details” column,
hyperlink is provided at “Click for repeats” to generate dynamic page having entire repeats
of that particular category. The user can select any repeat loci to obtain its primer with pa-
rameters of their choice. Primer sequence is displayed with its full information on forward
and reverse sequence, amplicon size, melting temperature, GC content, start position, and
product size.
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Figure 4. Flow chart of FungSatDB which includes mining pipeline of markers identification, analysis, structure, and
development.

3.3. In Silico PCR Based Evaluation of Strain Differentiation Ability of FungSatDB

Successful differentiation of all selected 66 isolates of F. oxysporum was obtained
by ePCR using primers generated over 5 loci on each of the 15 different chromosomes.
Strain-wise detailed allelic profiles of all these 75 loci are available in Supplementary
file (Supplementary File S2). Generated allelic data is also presented in pictorial form as
cluster analysis using R scripts. Since selected isolates were from four continents (Asia,
Australia/Oceania, Europe, North America) representing eight countries (India, China,
Malaysia, Japan, Australia, Netherlands, Switzerland, USA) it clearly demonstrates the
immense utility of FungSatDB to differentiate all the strains of fungi sequenced so far
across globe (Figure 5). In a given fungal species, if allelic data are obtained from each
chromosome with an equal number of loci, such data represents variability profile with
homogeneity within its genome.

Our in silico strain differentiation also demonstrates that all the 75 loci are not neces-
sary for strain differentiation. It is expected that genome assembly of different strains may
vary in terms of size, thus missing loci cannot be ruled out. For example, GCA_001703185.1
and GCA_001703175.1 have 21 and 11 missing loci but still they are well differentiated.
It is interesting to note that assembly GCA_001888865.1 having 65 missing loci also got
differentiated.

Though this differentiation of fungal strains by SSR loci has been reported in large
number of species of both, ascomycetes [36] and basidiomycetes [37], most of them by
in vitro PCR with limited number of markers. This genomic resource offers two major
advantages to fungal research community: (1) SSR mining covers entire genome of a given
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species in rapid and economical mode with respect to SSR discovery by genomic library
method, (2) potential polymorphic loci can easily be selected by using tools of ePCR which
can differentiate strains with minimum number.

Figure 5. Effective differentiation of 66 strains of F. oxysporum by clustering of ePCR alleles of 75 loci.

3.4. In Vitro PCR Genotyping Evaluation of SSRs from FungSatDB

In silico SSR mining approach and chromosome-wise optimal set of SSR loci selection
based on genomic coordinates can be advantageous in terms of time and cost required
for genotyping based strain differentiation before in vitro PCR. In silico approach has
the additional advantage of getting polymorphic loci enlisted if more than one genome
assembly is available along with selection of type of repeat and location in the genome.
The degree of polymorphism and allelic length difference were found in each of the 75 loci
represented by 5 loci on each of the 15 different chromosomes (File S2). In vitro PCR
amplifications were successful for 38 out of 40 (95%) of the loci, i.e., 10 loci for four species
each (Figure 6). It clearly demonstrates the successful use of FungSatDB in genotyping. This
clearly reveals that every isolate of this species can easily be differentiated. This approach
overcomes on the limitation [38] of ITS based species bar-code for strain differentiation.

SSR primers designed on genome assembly of fungal species Fusarium oxysporum were
used for ePCR of 66 genome assemblies of different strains as template (https://www.nc
bi.nlm.nih.gov/genome/genomes/707 (accessed on 15 October 2020)) pertaining to four
different continents and eight countries. Allelic polymorphic data of SSR loci were used for
clustering to evaluate their effectiveness for strain differentiation. While selecting the locus
for allelic data generation using ePCR, locus selection was done on following parameters:
Five loci per chromosome, simple repeat, longer repeat length, flanking regions not having
repeats as primers cannot be designed with higher specificity in unique regions only.
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Figure 6. In vitro PCR genotyping evaluation of SSRs from FungSatDB.

3.5. Utility of FungSatDB

The major utility of FungSatDB is to overcome the two main limitations of “gold
standard” method of ITS region fingerprinting in fungal species and strain differentia-
tion. There are at least 30% fungal species which cannot be differentiated by ITS region
fingerprinting creating a species barcode gap [6,7]. Moreover, such a gap is absolute in
sub species/strains [5] as well as also in cryptic species differentiation [39]. Present fungal
genomic resource can be used to address all such major challenges in fungal diversity
analysis and identification. Molecular level fungal identification methods are much more
accurate due to their sensitivity and specificity [40]. It can work even without culturing
the fungi. The developed genomic resource can accelerate rapid, specific, sensitive, and
cost-effective use in major areas of agricultural, industrial, and medical sectors.

Present genomic resources can resolve the issue of economically important cryptic fun-
gal strains differentiation. For example, SSR based differentiation of Periconia epilithograph-
icola and Coniochaeta cipronana fungi having higher cellulolytic activity for biodegradation
ability which is difficult to differentiate using ITS and housekeeping genes signature [41].
In plant fungal pathogen diagnostics where species specific “private alleles” of SSR loci are
present has been very effective, for example Plasmopara viticola in powdery mildew disease
in grape [42], Macrophomina phaseolina causing charcoal root rot in cotton and soybean [43],
poplar rust fungi (Melampsoma medusa and M. larici-populina) [13,14]. A combination of
public and private allelic richness can make this approach further robust for differentiation
of such fungal species, for example differentiation of citrus pathogenic fungal species,
Colletotrichum gloeosporioides [44].

A challenging case of wheat fungal rust pathotype strain differentiation of Puccinia
graminis f. sp. tritici (Pgt) by SSR has been successfully reported. In this case both
strains (TTKSP and TTKS) of Ug99 lineage were phenotypically identical [45] but had a
difference in their virulence. In this case, allelic data of SSR loci was pooled with SNPs data
very effectively to make lucid differentiation among sub-strains with machine learning
approach [46]. Another interesting case of fungal traceability across border has been
reported by use of SSR markers differentiating two strains of Puccinia graminis, Ug99
and UVPgt55 having South African and North American origin, respectively [45]. Such
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traceability of fungal strain origin has also been successfully reported in scab disease of
apple caused by Venturia inaequalis [47].

The success of efficient SSR based monitoring of stripe rust pathogen using only 9 loci
in wheat in Australia clearly demonstrates that rapid and efficient pathogen identification
with minimum risk and time constraints associated with screening of exotic isolates [48] in
quarantine centers at port of entry. Such screening has to be robust, reproducible, even with
limited DNA quantities. This approach overcomes the limitation of traditional survey work
where mating type and fungicide resistance-based studies are not enough to differentiate
the isolates along with its center of origin [49].

SSR profiling has been found as very successful in clustering of diverging popula-
tions depicting its linkages along with pathways, driving evolution and dissemination
of pathogen at local as well as global scales. Such information is critically required in
developing disease combating strategies where resistant cultivar is selected against specific
fungal pathotype which is differentiated by SSR profiling. Thus, it has immense use in
optimization of management practices required in crop and pathogen management. In case
of fungal outbreak in agricultural crops, such approach can save time and cost required for
evaluation of host crop resistance against specific fungal pathotype by rapid SSR fungal
genotype profiling. For example, intra and inter-lineage diversity estimation and establish-
ment of global lineage to manage late blight of potato disease caused by different isolates of
Phytopthora infestans [50]. Population genetic structure based on SSR revealing their centre
of origin, flow or tracking of host depicting its history and evolutionary potential, as it has
been reported in apple scab disease caused by fungi, Venturia inaequalis [47]. Within a given
fungal pathogenic species, population structure and diversity require a molecular approach.
Such studies using SSRs can elucidate the population dynamics of “Shifty enemies” which
is critically required in development of pathogen combating strategies [51].

Among the best use of beneficial fungi in agriculture, fungal SSRs can be used to
measure colonization efficiency of different strains of Trichoderma virens as root-endophytic
fungi by qPCR. Such approach in agriculture has the advantage in use of fungus as biologi-
cal fertilizer minimizing chemical fertilizers and pesticides by selecting efficient strains [52].
Another beneficial use of fungal SSR profiling is quantification of fungal load in the soil sam-
ple by culture independent method. For example, quantification of two entomopathogenic
fungi, Beauveria bassiana and B. brongniartii in soil samples in maize field which are used
for biological control of European cockchafer (Melolontha melolontha). Such culture inde-
pendent approach by direct amplification of fungal SSR loci has several advantages like
low cost, rapidity, specificity, sensitivity, and its traceability [53]. Another example of such
SSR based differentiation of entomopathogenic fungus Paecilomyces fumosoroseus biotype in
management of white fly insect transmitted begomovirus disease [54].

Fungal SSR allelic data can be extremely helpful in environmental pollution man-
agement where lichens are used as bio-indicators. Perturbation in environment can be
deduced to quantify magnitude of it in terms of habitat/ecological fragmentation with
pollutant levels. For example, use of lichenized fungal species Usnea subfloridana as bioindi-
cator for forest and environmental pollution [55]. Fungal SSR polymorphism has been
used in association studies of fungal traits like host specificity, growth rate, and copper
resistance [56].

Apart from agricultural and environmental applications, fungal SSR allelic data has
immense use in industries like wineries, breweries, and distilleries. For example, criti-
cal identification at strain level especially in high commercial value fungal germplasm
like ascomycetes, such as Saccharomyces cerevisiae used in such industries [57]. It is also
promising in establishing the relatedness of industrially important fungi [58]. Efficient
fungal strains like Agaricus, Aspergillus, Rhizopus, and Trichoderma ssp. used in valorization
of industrial and agri-waste and biorefinery [59] can be differentiated using SSR allelic
data. Fungal strain differentiation with population structure is required to identify virulent
isolates having ability to persist over a long period of time. Such information is valuable
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as strategic input in the hospital management for control of Aspergillus fumigatus causing
invasive aspergillosis (IA) [60].

For genome finishing, this largest genomic resource of fungal SSR can be of immense
use. Around one-fifth fungal genomes are yet to have genome finishing. It can be used
in both HAPPY mapping and optical mapping approach of genome finishing. There is
rapid increase in availability of fungal genome data due to low-cost sequencing technology
but genome assembly and finishing is a major challenge. Such approach has advantage
as it does not involve cloning but covers genomic regions which are even not present in
WGS libraries [61], further saving huge cost and time. We believe that FungSatDB having
highest number of both, fungal species and whole genome based SSR markers at one place
can be of immense use by global community. Such an approach has not only the advantage
of species-wise designing of multiplex PCR genotyping but high abundance of SSR also
offers an advantage of thermodynamic designing flexibility in selection of locus. Further,
there is a pan-global need in terms of traceability and monitoring of exotic fungal strain
dissemination especially associated with trans-border trades.

4. Conclusions

Being the world’s largest fungal SSR database, having more than 19 million markers
of >1.9 K fungal species, FungSatDB has highly diverse applicability in various sectors
of agricultural, industrial, medical, and environmental management. It can not only be
used in diversity analyses, but also for DNA signature of isolates/strains. It can be used to
study population structure, constructing pedigree, evolutionary relationship, qualitative
and quantitative diagnostics for better fungal disease combating strategies like traceability
of fungus for its origin, quarantine screening of plant pathogen and population monitoring
in environmental management. Further, it can be used in technology management by
IP protection of beneficial fungi, survey and management of medical infrastructure and
finishing of genome assembly. FungSatDB can be a promising tool for research and services,
both, wherever strain identification is of paramount importance.

Supplementary Materials: The following are available online at https://www.mdpi.com/2309-60
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