Amino-acid VICTOR/GBDP tree (formula D6; midpoint-rooted; branch numbers = pseudo-bootstrap support, 100 replicates)
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Aeromonas phage Hp3 (PX754746.1) — proposed “Hapetrivirus hp3”

Aeromonas phage HJ05 (0Q594355.1) — proposed “Hapetrivirus hjo5”

Rhizobium phage vB_RleS_L338C (NC_023502.1) — unclassified
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Stenotrophomonas phage vB_SmaS_DLP_5 (NC_042082.1) — unclassified

Sinorhizobium phage SM1 (NC_041877.1) — unclassified

Ochrobactrum phage POA1180 (NC_070931.1) — unclassified

Acidithiobacillus phage AcaML1 (JX507079.1) — unclassified
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Escherichia phage P2 (NC_001895.1) — Peduoviridae
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Escherichia phage CBA120 (NC_016570.1) — Ackermannviridae

Escherichia phage T4 (NC_000866.4) — Straboviridae

Escherichia phage T5 (NC_005859.1) — Demerecviridae

Bacillus phage SPO1 (NC_011421.1) — Herelleviridae

Escherichia phage T7 (NC_001604.1) — Autographiviridae

Escherichia phage N4 (NC_008720.1) — Schitoviridae
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Escherichia phage T1 (NC_005833.1) — Drexlerviridae
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VICTOR aa tree with suggested taxa (trimming, D6)
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Sequence length

Min: 10,111 aa
Max: 52,048 aa



