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Species demarcation: We have chosen 95% DNA sequence identity as the criterion for demarcation of species in this new genus. The members of the proposed species differ from each other by less than 5% at the DNA level as confirmed with the BLASTN algorithm [1].

Genus demarcation: BLASTN (Table 1) and phylogenetic analyses (Fig. 1) indicate that the proposed genus, Jwalphavirus, is cohesive and distinct from other genera. On average, the genomes of members of this genus are 72.9 kb in length (54.6 mol% G+C) and encode on average 87 proteins and 0 tRNAs. OrthoVenn analysis (http://www.bioinfogenome.net/OrthoVenn/start.php) of phiAxp-3 with JWAlpha revealed 75% orthologous genes (Fig. 4). 

Achromobacter phages JWAlpha and JWDelta were isolated from two different waste water treatment plants in Werl and Braunschweig (Germany), respectively [2]. Both phages belong to the family Podoviridae; Achromobacter phage JWAlpha produces particles that consist of icosahedral heads with diameters of about 59 nm, whereas the heads of Achromobacter phage JWDelta virions are about 72 nm in length and 67 nm in width and there by slightly longer. Particles of both phages possess short tails with an approximate length of 22 nm and several short tail fibers (Fig.2). Particles of both phages contain linear, double-stranded DNA with a length of 72329 bp and 73659 bp, respectively. Bioinformatic analysis resulted in 92 and 89 putative open reading frames for Achromobacter phages JWAlpha and JWDelta, respectively (Fig. 3) [3]. Achromobacter phage phiAxp-3 was isolated from raw hospital sewage in China [4]. Its genome consists of 72825 bp and has 80 putative open reading frames.

The type species Achromobacter virus JWAlpha was chosen because it represents the first sequenced member of this genus and the name of the new genus was based on that. 


Table 1. Properties of the phages belonging to the genus Jwalphavirus.
	Phage Name
	GenBank accession No.
	Genome length (kb)
	%G+C
	# proteins
	# tRNA
	% DNA
sequence
identity*

	Achromobacter phage JWAlpha
	KF787095
	72.3
	54.4
	92
	0
	100

	Achromobacter phage JWDelta
	KF787094
	73.7
	54.3
	89
	0
	96.0

	Achromobacter phage phiAxp-3
	KT321317
	72.8
	55.2
	80
	0
	46.6



* Determined using BLASTN



[bookmark: _GoBack]Fig. 1. Phylogenetic analysis of (A) large subunit terminase proteins, (B) major capsid proteins; and (C) virion RNA polymerases. Proteins were aligned and the phylogenetic tree was constructed using MEGA5 [5]. The members of the Jwalphavirus genus are boxed in red.  The blue arrow indicates the only member of the N4virus genus; the blue box delineates the Lit1virus genus; dark green,  Luz7virus;  black, G7cvirus. 





A. Large terminase subunits
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B. Major capsid proteins
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C. virion RNA polymerases
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Fig 2.  Electron micrograph of Achromobacter phage JWAlpha (A) and JWDelta (B) particles (Negative staining (4% (w/v) uranyl acetate, pH 5.0, provides by M. Rohde).
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Fig 3. Synteny plot of the members of the Jwalphavirus visualized with EasyFig [6]. The scale bar shows the level of nucleotide identity.
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Fig 4. OrthoVenn analysis of JWAlpha and phiAxp-3
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