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This research paper presents the first systematic description of
an ascomycete, herewith referred to as the novel, Aspergillus
trichodermus  species nova, Eurotiaceae, Hypocreales,
Ustilagomycotina. The species is phenotypically conspecific to
any known Aspergillus and is found to be the anamorph of
Trichoderma, thus the species epithet, trichodermus. The novel
species was able to reduce and oxidize various heavy metals (e.g.
chromium, nickel, molybdenum, lead, mercury, rhudibium,
palladium, iron, helium, mercury, manganese, magnesium,
carbon, lithium), salts (carbonate, sulfate, oxalate, mannates),
organic compounds (ethylene diaminetetraceatic acid, sulfur
metalloporphyrins, toluene-complexed carbazide), and other
recalcitrant compounds and persistent micro- fusible antibiotics
(penicillin, amoxicillin, tetracycline, chloramphenicine, and
other amine medicines). The phylogeny was reconstituted among
the protistan-myxo-metal redoxying clade as a new and novel
clade of ascomycetes, basidiomycetes, and their close allies, i.e.
myxomycota, oomycota and the large complex of obligately
plant pathogenic labyrinthulomycota. Obtained data were
generated using the next generation Sanger sequencing of meta
barcodes and eDNA using Perl pipe lines, R script-based next
generation phylogenetics and sequence capture based
hybridization of RNA-DNA complex. This paper will establish
a revolutionary approach on phylogeny and will propose changes
on the systematics of eukaryotes, and prokaryotes.

The dark aspergilli are a significant gathering of species in food
mycology, clinical mycology and biotechnology. Numerous
species cause food deterioration, yet then again are additionally
utilized in the maturation business to create hydrolytic
compounds, like amylases or lipases, and natural acids, like
citrus extract and gluconic corrosive. They are additionally
contender for hereditary control in the biotechnology businesses
since A. niger utilized under certain modern conditions has been
conceded the GRAS (Generally Regarded As Safe) status by the
Food and Drug Administration of the US government. Albeit the
fundamental wellspring of dark aspergilli is soil, individuals
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from this segment have been secluded from different sources.
Dark aspergilli are one of the more troublesome gatherings
concerning order and ID, and a few ordered plans have been
proposed. New sub-atomic methodologies have shown that there
is a high biodiversity, yet that species are sometimes hard to
perceive dependent on their phenotypic characters.

During an investigation of the hereditary connections among
dark aspergilli gathered around the world, four secludes have
been distinguished which didn't fit to any of the as of now
acknowledged 19 types of Aspergillus area Nigri . We utilized a
polyphasic approach including succession investigation of parts
of the B-tubulin and calmodulin qualities and the ITS locale, full
scale and micromorpholocigal examinations and assessment of
extrolite profiles of the detaches to depict four new species in this
segment. Also, the materialness of different methodologies for
recognizing the two firmly related species A. niger and A.
awamori has additionally been inspected. The strategies tried
incorporate morphological, physiological, natural and atomic
methodologies. DNA arrangements were altered with the
DNASTAR PC bundle and an arrangement of the successions
and neighbor joining investigations were performed utilizing the
MEGA v. 4 programming. To decide the help for every clade, a
bootstrap examination was performed with 1 000 replications.
Aspergillus flavus CBS 100927T was utilized as outgroup in
these examinations. Phylogenetic examination of arrangement
information was likewise performed utilizing PAUP* v. 4.0b10.
Arrangement holes were treated as fifth character state,
stinginess uninformative characters were barred and all
characters were unordered and equivalent weight. Most extreme
miserliness examination was performed for all informational
collections utilizing the heuristic pursuit alternative. To evaluate
the vigor of the geography, 1 000 bootstrap repeats were
controlled by most extreme stinginess. Different measures
including tree length, consistency list and maintenance list were
likewise determined.



