Supplementary Tables: Biological context modulates virus–host dynamics and diversification




[bookmark: _Hlk190161832]Supplementary Table 1: Host range of the viruses. Grey shading indicates the virus can produce plaques on the bacteria. 
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Supplementary Table 2: Number of mutations detected, mutation rates and ANIr values in the EM1 virus.
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Supplementary Table 3: Number of mutations detected and mutation rates in the strain M1 exclusive genomic regions.
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Supplementary Table 4: Primers used in the PCR for each target.
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Supplementary Table 5: qPCR conditions.
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Supplementary Table 6: Primers used for the metabarcoding.
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Supplementary Table 7: PCR conditions for metabarcoding.
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image3.emf
Time (days) Experiment SNPs (freq>10%)Non-coding region  Nonsynonymous  Synonymous Mutation rate (SNP/site/day) 

1 9 8 1 - 7.6E-07

2 244 80 65 100 2.1E-05

3 8 6 2 - 6.7E-07

4 266 115 69 82 5.0E-05

5 14 10 3 1 2.6E-06
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Sal. ruber   strain /  Virus  Primer  Sequence  

Sal. ruber   M1  Forward  TTCGGCCTGCCTTACTCTTT  

Reverse  TTTACCGTCCCCAACCAAGT  

Sal. ruber   M8  Forward  TCAAGCCCCATCGGAACC  

Reverse  ATCCATGCAGACGACCGG  

Sal. ruber   M31  Forward  CCCGAACAGCATCACACAAT  

Reverse  ATCTTTACGCGTGGCATGTC  

Sal. ruber   P18  Forward  CTCGTGGTCAGACTGGTGAAT  

Reverse  ACCCAGGCCGCATGTTC  

EM1 virus  Forward  GGTCGCGGGGCTTAATATC  

Reverse  CGTGTTGTTCGTTCCCCTTT  

CC1 virus  Forward  GGTGACGGAGGGCATATTGA  

Reverse  CGTTCAAGGCGTCAAGATCAT  

CR4 virus  Forward  TGTGGTATCGCGTAGGAGGA  

Reverse  GGTTTGGTAGTTGTGCGTCTTG  

CR41 - 2 virus  Forward  ATTGACTCTGACGCCGCTA  

Reverse  GCAATGGTACGGGTGATGATG  
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Nº of cycles  Temperature  Time  

1 cycle  95°C  20 seconds  

40 cycles  95°C  1 second  

   60ºC  20 seconds  

1 cycle  4ºC  ∞  
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Primer  Target  Sequence  Amplicon (bp)  

C_F  Hypothetical  protein  TCGTCGGCAGCGTCAGA TGTGTATAAGAGACAGG CTATGGATCGTCGAGGA GC  375  

C_R   GTCTCGTGGGCTCGGAG ATGTGTATAAGAGACAG CTCGTAGTTCCAGAACC CCG  

MTP_F  Minor tail  protein  TCGTCGGCAGCGTCAGA TGTGTATAAGAGACAGG CTTGATTTCGGCCAAAC GA  378  

MTP_R   GTCTCGTGGGCTCGGAG ATGTGTATAAGAGACAG GACGTCGTAGGTCGTGA CAA  

DBP_F  DNA - binding  protein  TCGTCGGCAGCGTCAGA TGTGTATAAGAGACAGC GGATTTGACGCAGAAAC AGG  377  

DBP_R   GTCTCGTGGGCTCGGAG ATGTGTATAAGAGACAG CTGCACCACCAGACGTA CAG  
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Nº of cycles  Temperature  Time  

1 cycle  95°C  3 minutes  

30 cycles  95°C  45 seconds  

51°C  1 minute  

72°C  2 minutes  

1 cycle  72°C  10  minutes  

1 cycle  4°C  ∞  
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Host range  

   EM1 virus  CC1 virus  CR4 virus  CR41 - 2 virus  

Sal. ruber   M1              

Sal. ruber  M8              

Sal. ruber   M31            

Sal. ruber   P18              
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Time (days) Experiment SNPs (freq>10%)Non-coding region  Non-synonymous  Synonymous Mutation rate (SNP/site/day)  ANIr

3 1 - 1 - 3.1E-06 99.85

4 1 - 1 - 3.1E-06 99.84

5 1 - 1 - 3.1E-06 99.81

3 15 14 1 - 5.0E-06 99.84

4 14 11 3 - 4.7E-06 99.75

5 772 143 192 437 2.6E-04 99.22

3 34 11 21 2 6.4E-06 99.70

4 267 15 168 84 5.0E-05 99.79

5 1331 273 318 740 2.5E-04 98.13
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