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Abstract
	We propose creation of two new genera (Gammaflexivirus, Xylavirus) to classify three novel species in the family Gammaflexiviridae.



Text of proposal
		The relatively recently established family Gammaflexiviridae currently includes the single genus Mycoflexivirus, which contains a single species, Botrytis virus F. As a consequence, species demarcation criteria in the genus would include typical parameters such as host range and genome organization but sequence-based criteria have yet to be defined. It is however possible, as a first step to consider the demarcation criteria established in the related Alpha- and Betaflexiviridae families which currently stand at <72% nucleotide identity or <80% amino acid identity in the replication-associated protein (REP) of member viruses.

Here, we propose to create two new Gammaflexiviridae genera:
· Genus Gammaflexivirus to accommodate the recently described Entoleuca gammaflexivirus 1 (species Gammaflexivirus EntGFV-1) and Pistacia-associated flexivirus 1 (species Gammaflexivirus PaGFV-1) which share the same genome organization and have phylogenetically related REP proteins.
· Genus Xylavirus to accommodate the recently described Entoleuca gammaflexivirus 2 by creating a new species Xylavirus EntGFV-2.

Etymology
1. After extensive debate about possible options to move to the new binomial nomenclature, the SG voted and decided by a majority vote (7-4) on a general format for species in the Betaflexiviridae family in which the "freeform epithet" accompanying the genus name will be the acronym derived from the virus common name.
2. Genus name Gammaflexivirus is derived from the name of the Gammaflexiviridae family.
3. Genus name Xylavirus is derived from Xylariaceae family of fungi that includes Entoleuca sp., host of the first member of this genus.









Supporting evidence

Genome organization
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Figure 1. Figure from Park et al. (2020) showing the genome organization of Botrytis virus F (Genus Mycoflexivirus, family Gammaflexiviridae) and of proposed Gammaflexivirus members Entoleuca gammaflexivirus 1 (EnGFV1) and pistacia-associated flexivirus 1 (PAFV1) and of proposed Xylavirus member Entoleuca gammaflexivirus 2 (EnGFV2).

The 3 proteins of EnGFV1 and PAFV1 share ~38% (REP), ~40% (putative movement protein, MP) and ~37% (hypothetical protein, HP) sequence identity. The REPs of these viruses show only ~20% identity with that of BVF.

The REPs of of EnGFV2 and BVF exhibit only ~24% identity and the ribosomal readthrough strategy to express the RdRP domain of the REP protein is not adopted by EnGFV2 unlike BVF. The products of two additional ORFs of EnGFV2 have no detectable sequence similarity to the proteins encoded by BVF, EnGFV1 or PAFV1.
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Figure 2. REP-based phylogenetic tree. The maximum-likelihood phylogenetic tree was inferred using Mega 7 on a multiple alignment prepared with Muscle. Distances were estimated using the LG+G+I substitution model determined as a best-fit for a given dataset. Robustness of branches was estimated by bootstrap analysis and only values >60% are shown. The GenBank accession numbers for all REP proteins used in analyses are shown, together with the virus name on branch tips. The REP of a single representative virus was used for each genus in the Betaflexiviridae family, while all 3 recognized members were used for the Deltaflexiviridae family. The position of REPs of the 3 newly proposed Gammaflexiviridae species are marked by red diamonds.
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