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Supplementary Figure S1. The quality assessment of genomic DNA preparations. The quality
assessment of KPP-1 genomic DNA isolation was done by agarose gel electrophoresis. M1

indicates a 1 kb marker (Bioneer, Republic of Korea), L1 indicates KPP-1 genomic DNA,

and M2- indicates the Lamda DNA/Hind III marker (Bioneer, Republic of Korea).
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Supplementary Figure S2. The KPP-1 genome packaging strategy. The KPP-1’s genome
packaging strategy was investigated using PhageTerm software. The total number of raw
Fastq reads was aligned against the assembled KPP-1 fasta sequence. A 514 bp long direct
terminal repeats and their positions could be discovered. The phage packaging strategy was

determined to be based on short DTR (Direct Terminal Repeats) similar to T7

bacteriophages.
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Supplementary Figure S3. VipTree analysis. The KPP-1 proteome was compared against the
comprehensive proteomic analysis tool VipTree web server. The circular phylogenetic tool
demonstrates the KPP-1 proteome relationship to a large collection of bacteriophages and
their host bacterium proteomes. Red stars indicate the relative location of Mydovirus
bacteriophages. The red color branch indicates the position of KPP-1 in the large pool of

bacteriophage proteome.



