SUPPLEMENTARY RESULTS 
Isolation of viruses infecting Sal. ruber M8
As shown in Table S2, around 40% of the 119 viral genomes belonged to Group I, that included viruses from the three sources (pond M8 at times 360 and 672 h, contiguous pond 2 at 672 h), while the rest of groups contained viruses isolated from only one of the sources. Furthermore, viral genomes seemed to diversify during the experiment, since viruses isolated from the final time point encompassed a wider genomic diversity since they belonged to 6 out of the 9 groups (see Table S2). 
The isolation of viruses infecting Sal. ruber M8 from a contiguous pond amended with another Salinibacter strain may be due to the presence of these viruses, albeit in very low concentrations (see below), before the experiment. In fact, as with bacteria, culture can retrieve members of the rare biosphere (Pedrós-Alió C., 2012) as well as, occasionally, abundant microbes. Other alternative explanations include prophage induction due to the community manipulation. Whatever the case, the relevant point addressed here is the dynamics of the viral natural populations in the amended pond which is followed using the isolated viral genomes as references. 
Phoenicisalinivirus genome annotation
Some of the annotated genes corresponded to proteins typical of the head and tail morphology observed under TEM, such as terminases and capsid structural proteins. In addition, Phoenicisalinivirus virions likely carry a peptidoglycan degrading enzyme since the N-acetylmuramoyl-L-alanine amidase gene product was among the proteins detected by mass spectrometry. These lysin-encoding genes are frequently present in bacteriophages and are involved in the initial degradation of the cell wall needed for viral infection (Vaquez R. and Briers, Y.,2023). 
All Phoenicisalinivirus genomes had genes coding for integrases, and could thus be temperate viruses. In agreement with this, att regions could also be detected in their genomes. These regions had a very high identities with homologous regions in the genome of strain Sal. ruber M31, which was isolated in 1999 from these salterns. As with the previously described Kryptosaliniviruses (Villamor et al., 2018), phoenicisaliniviruses seem to be purely lytic for their host (Sal. ruber M8) under the assayed conditions, which raises the question as to whether there are alternative hosts/conditions in which these viruses enter the lysogenic cycle. In addition, polymerases could not be identified in the Phoenicisalinivirus genomes contrary to what was found in the previously isolated saliniviruses (Villamor et al., 2018), while genes coding for tRNAs were found only in the P. balearicum representative. A gene coding for a nuclease with a high identity (70% aa) with that of Salinibacter strains as well as one environmental halophage (García-Heredia et al., 2012) was also detected. This finding supports the use of restriction enzyme genes in viral genomes as a way of assigning viruses to their hosts.
Finally, the most conspicuous trait in the Phoenicisalinivirus genomes was the presence of a gene coding for a ribosomal protein, with a 100% identity at the amino acid level with an S15 protein encoded in a prophage integrated into Sal. ruber strain SP2008, which was isolated in 2016 from a coastal solar saltern in mainland Spain. However, the identity with Sal. ruber M8 ribosomal protein S15 was only 46%, and the viral protein was 14 amino acids shorter. Thus, it was clearly different from the Sal. ruber S15 protein. Ribosomal proteins have recently been found in viral genomes (Mizuno et al., 2019) and metagenomes, although S15 had been found only in human and animal associated viral metagenomes. 
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RNA seq analyses 
Metatranscriptomic sequences were cleaned by Prinseq (-fastq -fastq2 -verbose -derep 12345 -lc_method entropy -lc_threshold 70 -out_format 3 -min_len 20 -trim_qual_right 15 -trim_qual_left 15 -trim_qual_window 2 -trim_qual_step 1 -min_qual_mean 20 -ns_max_p 1 -noniupac -out) (Cantu et al., 2019). Following, the 16S sequences were identified and removed by rnascan (-moltype ssu,lsu,tsu). The trimmed metatranscriptomic reads were mapped against Sal. ruber M8 and M8 isolate virus genomes by Bowtie (Langmead and Salzberg, 2012) and Tophat library-type fr-firststrand --no-novel-juncs (Trapnell et al., 2009). The outputs were filtered using the samtools collection (depth –aa –d 10000000) (Weeks and Luecke, 2017).
Proteomic analyses
To extract viral proteins, a total of 109 viruses per sample were separated in a volume of 40 µl to 60 µl, 8 M urea was added (vf: 100 µl) and then, to reduce disulfide bonds, 1mM dithiothreitol (DTT) was added. The mixes were shaken vigorously and incubated 1 hour at room temperature. First, for the cysteine acetylation reaction, 5.5 mM iodoacetamide (IAA) was added and incubated again for 45 minutes in dark conditions. After this time, the urea was diluted to a concentration of 2 M, adding 1% trifluoroacetic acid (TFA). Subsequently, the LysC enzyme mixture (Saveliev et al., 2013; Tsiatsiani et al., 2015) and Trypsin were added to a concentration of 0.225 µg/µl, and incubated overnight at room temperature. Lastly, TFA was added at 1% final concentration to prepare the sample for the subsequent step. The next stage is called “stage tip”, which consists of passing the peptide digestion through a silica membrane (Octadecyl C18 bonded silica) inserted into a 200 µl pipette tip (Rappsilber et al., 2007). In this way, the peptides are retained on this membrane and can be washed and later recovered in solution. Next, the membrane inserted into the tips was washed by adding 50 µl of 100% methanol and centrifuged for 2 minutes at 657 x g in an Eppendorf Model 5810 centrifuge with an Eppendorf® A-2 DWP rotor. This centrifuge was used throughout the process. Subsequently, 50 µl of 100% acetonitrile was added and again removed by centrifugation (2 min, 657 x g). Finally, 50 µl of 0.2% acetonitrile with 0.1% TFA were added, which was removed under the same conditions as in the previous step. Once the membrane was washed, a maximum of 200 µl of the digestion was added each time in order to pass the entire volume of the digestion through the membrane; it was then centrifuged for 10 minutes at 657 x g. Once the peptides were retained on the membrane, they were washed with 50 µl of 2% acetonitrile and 0.1% TFA. The eluate was discarded, and the membrane was transferred to a new collection tube for subsequent elution of the peptides with 80% acetonitrile. The peptides in solution were concentrated in the SpeedVac for 10 minutes to a final volume of 2 µl. Finally, they were resuspended in 40 µl of 2% acetonitrile and 0.1% TFA and stored at -20°C until sequencing by orbital mass spectrometry (Rappsilber et al., 2007). The spectrophotometer model used was the Orbitrap Fusion with UltiMate 3000 RSL Cano System (Thermo Scientific®), especially indicated for difficult samples and those with high salt concentrations.
The proteomes were compared against custom databases (isolate viral genomes from this work) using Maxquant (Tyanova et al., 2016) in order to identified viral structural protein. Proteomic custom databases include non-redundant ORFs from isolated viral genomes. Only proteins identified with at least two peptides and intensity greater than 1% were considered in the analyses. 

