Since the introduction of next-generation sequencing, the systematics have become more thoughtful and precise, changing the understanding of communities up to domains. Even though several higher classification groups remain using single loci or few incomplete locus assemblies, changing the topology from one research and to another. The crown group of Pezizomycotina in Ascomycota is part of these issues with several proposals of the positions and the origin of Dothidiomycetes, Sordariomycetes, Lecidiomycete, Lecanoromycete, Eurotiomycetes and the newly proposed class Candeleriomycetes. A clear positioning in the phylogeny is crucial to understand nutrition evolution. In this research, we proposed a new phylogeny-based in single-copy orthologs groups using whole genomes within the crown group Pezizomycotina, and iteratively reconstruct the ancestry of the whole group to understand the location of lichen symbiosis origin. The positioning of Candelariomycetes as the outer group of Dothidiomycetes, Lecidiomycetes and Sordariomyecetes, a clade sister to Lecanoromycete suggest that lichenizatios is older than expected within Ascomycota, and is not novelty. 
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[bookmark: _GoBack]While shotgun DNA sequencing technology has proven useful for resolving some of the deepest relationships of the tree of life, the relationships of many mid-range to lower nodes within the fungal tree of life remain unresolved. Currently, nearly all Ascomycota-wide topologies rely on fewer than 10 genetic markers and are driven largely by ribosomal DNA data. Here we present phylogenomic evidence for the positions of several of the early diverging lineages of lichen-forming Ascomycota based on proteomes derived from over 40 culture-derived and metagenome-derived fungal genomes. We stress-tested the topologies by iterative sampling and assessing internode certainties. The resulting topology provides a new baseline on which to assess the origin of lichen symbiosis within the Ascomycota and likely secondary delichenization events.   
