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	Abstract of Taxonomy Proposal: 

	
Taxonomic rank(s) affected:       
         We propose to move fifteen genera into the Chimallivirdae family and remove one genus from this family.

Description of current taxonomy:       
         Last year, we submitted a proposal to create a new viral family called Chimallivirdae and re-assigned currently classified viruses into this family. This proposal was accepted, but in the meantime, more viruses that belong in this family have been officially recognized and classified by the ICTV. Since these proposals were submitted in the same year as ours, and there was no existing family that was appropriate for them to be assigned to at the time, these viruses were not assigned to any viral families. However, we believe that these viruses belong to the now-recognized Chimallivirdae family.

Proposed taxonomic change(s):     
         Members of the newly created genera Miamivirus, Nimduovirus, Meadowvirus, Branisovskavirus, Ferozepurvirus, Chaoshanvirus, Ludhianavirus, Siatvirus, Maaswegvirus, Eowynvirus, Miltoncavirus, Phabiovirus, Serwervirus, Tepukevirus, and Pawinskivirus should be added to the family Chimallivirdae. Additionally, the genus Takahashivirus should be removed from the family Chimallivirus, as it was included in our proposal excel sheet last year by mistake and should not belong to this family.

Justification:
         We have redone the phylogenetic analysis used to support the creation of the Chimallivirdae family and included these newly classified genera. This shows that these new genera belong in the family Chimallivirdae, while Takahashivirus PBS1, which we included by mistake, does not.




	Text of Taxonomy proposal:  

	
The Chimallivirdae family was accepted this past year as a viral family characterized by a core genome of 68 genes that share some synteny across divergent family members, as described in the Chimallivirdae family proposal last year and in Prichard et al. 2023 (1). All currently characterized members of this family replicate by forming a nucleus-like structure (1-7) made up of the protein chimallin (8), providing a biological relevance to the genome similarity seen in the phages of this family. However, while the formation of a chimallin-based phage nucleus as a key component of the phage replication cycle may be indicative of belonging to this family, the monophyletic clustering of this family (Figures 1 & 2A) and shared core genes (1,9) are the main defining characteristics of the Chimallivirdae.

Since the acceptance of the Chimallivirdae family, several phage species have been newly classified with the ICTV that cluster with this group (Figure 1). We propose that these newly accepted phage species belong to the Chimallivirdae family based on the criteria we proposed last year when we proposed the classification of the family: shared core genes (1,9) and phylogenetic clustering (Figure 2). The phage species that have been newly classified and that we propose belong in the Chimallivirdae family according to our analysis are Siatvirus Lz245, Maaswegvirus Kp24, Eowynvirus eowyn, Pawinskivirus PS119XW, Miltoncavirus PhiPA3, Phabiovirus phabio, Serwervirus 201phi21, Tepukevirus Psa21, Ferozepurvirus pAEv1810, Ferozepurvirus PS1, Chaoshanvirus ZPAH34, Ludhianavirus D6, Ludhianavirus D3, Ludhianavirus Lah10, Meadowvirus AH04, Branisovskavirus Kc263, Nimduovirus N1M2, and Miamivirus miami. These phages are marked with the word “new” in Figure 1 and with red stars in Figure 2A.

Additionally, as a correction to our proposal last year, we accidentally included Takahashivirus PBS1 on our spreadsheet, when in reality (and as seen in our figures), it is not part of the Chimallivirdae cluster (Figure 1 & 2B). This phage should be removed from the family because it does not share significant conservation of the Chimallivirdae core genome (1), and it does not cluster with this family on phylogenetic trees (Figures 1 & 2B).
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Figure 1. VICTOR analysis. All phages currently recognized by the ICTV that encode chimallin homologs are shown in this tree made using VICTOR (10). These phages cluster together and are separate from phages that do not share the Chimallivirdae core genome such as Takahashivirus PBS1 and Donellivirus gee (included as outgroup representatives). Newly classified phages that we propose to be members of the Chimallivirdae family are marked with “new”.
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Figure 2. ViPTree Clustering. (A) A branch of a ViPTree (11) phylogenetic tree showing the Chimallivirdae clade. Current Chimallivirdae members are marked with blue stars, and proposed Chimallivirdae members are marked with red stars. Unclassified phages that are not part of this proposal are not marked. (B) PBS1 does not cluster with the Chimallivirdae family. It is on a distant branch of the ViPTree, marked with an arrow.
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