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Abstract 
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. 
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