Table S1. Predicted PaP3 related prophage in genome of P. tolaasii 2192T using various tools for prophage detection and
manually predicted

Prophage in P. tolaasii (https://edwards.sdsu.edu/PhiSpy/upload.php?)

Tool Coordinates Size (kbp)/proteins | Score Completeness

PHASTER! 6801317..6801790 | 54.6/76 140 intact

Prophage Hunter? 6769076..6815378 | 46.3/67 0.87/1 active
6815378..6810263 | 24.5/39 0.73 ambiguous

Profinder? 6763248 - 6815387 | 52.1/73 41.2 N.A.

Manually 6762867.. 6815803 52.9/72 - -

predicted*
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4 Manually prediction was based on the alignment (a part is shown below)

gb|CP020369.1|:6813515-6816088 ACTTGACCGCCABEATGCAGATGGGCGTAATGCTCAACAAGAACCGCGAGGCTGCETTGGA 1607

gb|CP020369.1|:6766573-6781964 CAGCTCCCACACEATGCAGATGGGCGTAATGCTCAACAAGAACCGCGAGGCTGCEFCTGGA 2551
*%* * EEEEEEEEEEEE LSS SRR R EEEEE S * ok ok ok

gb|CP020369.1|:6813515-6816088 TCGTCAACTTAAGGAGCGTGAGGTTACTGTCAAGGAGAAGACTGGTGACTCCCAAGTCAA 1667

gb|CP020369.1|:6766573-6781964 TCGTCAGCTCAAGGAACGTGAGGTTACAGTCAAGGAGAAGACTGGGGATTCCCAAGTGAA 2611
Khkkkkk khk Khhkhkhkk Khkhkhkhkhkkhkhkkhkdk dhhkdhdhhkhkhkhkhhhhhhdhd *k *hkhkhkhkhkhkdx %%

gb|CP020369.1|:6813515-6816088 AGTAGGTGAGGGTAACCTTGCTGTCAACCAAGGTAAACTTGCGAATGACACTACCAAGAC 1727

gb|CP020369.1|:6766573-6781964 GGTAGGTGAGGGCAACCTCGCTGTCAACCAAGGGAAGCTTAAGAACGACACCGTTAAAAC 2671
khkhkhkhkhkhkhkhhkhk Khhkhkk *hkhkhkhkhkhkhkhhkhdhhd **x *hx *kkk khkkkk Kk kK

gb|CP020369.1|:6813515-6816088 CAAGGGCATCATCACCAAGTGGGACAACGACAACCGTAATGCTCAGGCATCTAATGCCAC 1787

gb|CP020369.1|:6766573-6781964 TGGTGGCATCCTGAACAAGTGGGACAACGATAACAAGAACGCTCAAGCTGCTAACGCTAC 2731
khkkkkk *k *k khhkkkkkhkkhkhkhkhkhkhkhkk kkk *k kkkkk k% *kkk K*k k%

gb|CP020369.1|:6813515-6816088 CAAGCGCTATGGTATTGACGTGGGTGCATCCACAGCTATCCGTGGTCAAGACCTCCGGGC 1847

gb|CP020369.1|:6766573-6781964 CAAGCGCTACGGTATTGACGTTGGGGCATCTACAGCTATCCGTGGTCAAGACTTGCGTGA 2791
Khkhkhkhkhkhkkhkk dhhkhkhkhkhkhkhhhhx kk khhhkhkkhk dhkhkhkhkhkhhkhhkhkhkdhkhhkhkhkhhdkdx * *%x *

gb|CP020369.1|:6813515-6816088 TCAGACTGCTGCTGCTGGTCGCTCTANNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN 1907

gb|CP020369.1|:6766573-6781964 TCAAGCTGCTGCTGCTGCTCGTGGTACCACTGAACGTGGTCAAGACATGACTCAAGAGAC 2851

* ok k khkkkkkkhkkkdhk dkk * %

gb|CP020369.1|:6813515-6816088 NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNTGCTCGTCAGAACAACGAA 1967

gb|CP020369.1|:6766573-6781964 TGm=—————m CCAAGCTTCGTACCGCGGCTGACTTGTCTAAAGCACGTCAACGTAACGAG 2903
*k khkkkk *kkkk

gb|CP020369.1|:6813515-6816088 ACCAAACTGGCTGCTGCTCAACTCCGTGCTAAGGCTTCCGAGAAGGCTGCCAAAGGACAA 2027

gb|CP020369.1|:6766573-6781964 ACTACTCTAGCTGCTGCTCAGGTTCGTGCTAAGGCAGCCGAGAAAGCAGCCAAAGGAGAA 2963

Kk ok kk kkkkkkkkkhkk Kk khkkkkkkkkhkk  kkkkkkk kk Kkkkkkkkk K*k

gb|CP020369.1|:6813515-6816088 AGCTTGACAAACAAGGATTTTTCTGGTATAATTGATTCATTCGATGGATCTGATGCTGTT 2087
gb|CP020369.1|:6766573-6781964 AGCTTGACATTTAAGGATTCTTCTGGTATAATTGATAGTATGGATGGGACTGACGCAGTT 3023
*okok ok ok ok ok ok ok Khkhkhkhkkhkk hhkhkhkhkhkhkhkhkhhkhkkkk * kkkkk *khkkk kk Kkkk
gb|CP020369.1|:6813515-6816088 GGTGGTAAGAAGCTTTCTAAAGAAGCTAAGGCCGCCGTGAGCATCTCTGCCCGTAACCGA 2147
gb|CP020369.1|:6766573-6781964 GGTGGCAAGAAGCTTTCGAAAGAAGCTCAAGCTATCGTGAACGTTCAATTCCGTAACCGC 3083
kkkkk kkkkkkkkhkk khkkkkkkkk * K% kkkkk Kk K Kok ok ok ok ok ok ok ok
gb|CP020369.1|:6813515-6816088 GTGATCGCCAACCCAGATCAAGATCCCAGAGTGACGGTAGTGGTGTCGATCGAGTCGGTA 2207
gb|CP020369.1|:6766573-6781964 ATGAAGGCAGACCCTACCTCAGACCCAGCAGGTGTTATTGCTGAGCTGTACCAAGGGATC 3143

kkk  kk  kkkk *kk Kk * %k * ok ok Kk kK K * ok






