Terminase large-subunit maximume-likelihood phylogeny of Aeromonas
phages Hp3 and HJ05 (Figure 2)

Supporting file for the taxonomy proposal “Hapetrivirus” (Bacterial Viruses Subcommittee, 2026)

Methods

Terminase large-subunit (TerL) sequences of Hp3 (GenBank PX754746), HJ05 (OQ594355) and representatives of
seven Caudoviricetes families were taken from the GenBank annotations (longest CDS annotated as a terminase
other than the small subunit; for HJ05, the CDS identified by BLASTP with the Hp3 TerL). The Schitoviridae
representative N4 (NC_008720) has no terminase annotated in its GenBank record and is absent from the panel.
Sequences were aligned with MAFFT v7.526 (--auto; Katoh and Standley 2013). The maximum-likelihood tree
was inferred with IQ-TREE v3.1.2 (Wong et al. 2025) under the best-fit model LG+I14G4 selected by ModelFinder
(BIC; Kalyaanamoorthy et al. 2017), with 1,000 ultrafast bootstrap replicates (UFBoot2; Hoang et al. 2018), random
seed 843024. The tree is unrooted and drawn ladderized; the sampled TerL sequences include no suitable outgroup.
Node values are UFBoot support and the scale bar is in substitutions per site. Sequence lengths are those of the
GenBank protein records; the alignment has 1,081 columns.

Sequences
ICTV family / Genome Length

Tip label Virus proposed taxon accession TerL: protein (aa)

Hp3 Aeromonas unassigned; PX754746.1 YCJ06451.1 (hp3_0001, terminase 646
phage Hp3 proposed large subunit)
(vB_AhyM_Hp3) “Hapetrivirus”

HJ05 Aeromonas unassigned; 0Q594355.1 WEV89306.1 (HI0PHJ05_5, 652
phage HJO5 proposed annotated as hypothetical protein;

“ Hapetrivirus” identified by BLASTP with the
Hp3 TerL)

Peduoviridae P2 Escherichia Peduoviridae NC_001895.1 NP_046758.1 (P2p02) 590
phage P2

Straboviridae T4 Escherichia Straboviridae NC_000866.4 NP_049776.1 (T4p163, gplT7) 610
phage T4

Autographiviridae_ T7 Escherichia Autographiviridae ~ NC_001604.1 NP_042010.1 (T7p57) 586
phage T7

Drexlerviridae T1 Escherichia Drezlerviridae NC_005833.1 YP_003892.1 (ST53) 527
phage T1

Demerecviridae T5 Escherichia Demerecviridae NC_005859.1 YP_006983.1 (T5.155) 438
phage T5

Herelleviridae_ SPO1 Bacillus phage Herelleviridae NC_011421.1 YP_002300330.1 (SPO1_54) 547
SPO1

Ackermannviridae  CBA120  Escherichia Ackermannviridae NC_016570.1 YP_ 004957856.1 736

phage CBA120

(CBA120_gpl54)




Figure 2

TerL maximum-likelihood phylogeny (unrooted; UFBoot support at nodes)
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Hp3 and HJ05 form an exclusive clade (UFBoot 100) on a long stem; the internodes separating the family repre-
sentatives from one another have UFBoot support of 43-60, apart from the T4-CBA120 pairing (100).

Newick tree (UFBoot support at nodes; labels as in the Sequences
table; line breaks fall after commas only, so the text can be copied as a
valid Newick string. Machine-readable copies of this tree, the alignment
and the IQ-TREE report are in Hapetrivirus_ supporting_ tables.xlsx,
sheets TerL._ Newick, TerL_ alignment and TerL_ IQTREE_ report)

(Peduoviridae_P2:1.9933954352,

(Straboviridae_T4:1.0798892491,
Ackermannviridae_CBA120:0.8093529881)100:0.8398476743,
(((Autographiviridae_T7:1.6022335206,

(Hp3:0.0452406278,
HJ05:0.0112012806)100:2.7821406100)43:0.0886034520,
Drexlerviridae_T1:2.0635635239)48:0.2803687791,
(Demerecviridae_T5:1.2674265600,
Herelleviridae_SP01:1.9927136859)51:0.2073464845)60:0.4077921647) ;

IQ-TREE report (excerpt)

IQ-TREE 3.1.2 built May 17 2026

IQ-TREE 3: Phylogenomic Inference Software using Complex Evolutionary Models.
Input data: 9 sequences with 1081 amino-acid sites
Number of constant sites: 330 (= 30.5273}, of all sites)
Number of parsimony informative sites: 383

Number of distinct site patterns: 893

Best-fit model according to BIC: LG+I+G4

Model of substitution: LG+I+G4

Proportion of invariable sites: 0.0139

Gamma shape alpha: 2.9467

Log-likelihood of the tree: -12874.6295 (s.e. 253.5067)



Total tree length (sum of branch lengths): 15.4711
Sum of internal branch lengths: 4.6061 (29.7722% of tree length)

MAFFT alignment (FASTA)
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