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Figure S1. Sequence alignment of ORF47 with equivalent proteins in 184 phages of the 

Skunavirus genus. ORF47 (p2_47) is the first protein of the list. The consensus sequence is 

showed at end of the list. 



Figure S2. 2D homonuclear NMR spectra of ORF47. (A) 2D COSY in D2O. (B) “Fingerprint 

region” of 2D COSY in H2O. (C) 2D TOCSY. (D) 2D NOESY with 200 ms mixing time. 

 

See PNG file SupplementaryFigureS2 

 

Figure S3. Natural abundance 2D heteronuclear NMR spectra of ORF47. (A) 13C-HSQC (full 

spectra, with folding of CH3 region). (B) 13C-HSQC (1Hα-13Cα expansion). (C) 15N-HSQC. 

 

See PNG file SupplementaryFigureS3 

 

 

Figure S4. Growth curves of phage p2 (blue) and p2∆47 (red) using L. lactis MG1363 as a 

host. The dots represent the average of technical and biological triplicates. Error bars are shown.  

 

Figure S5. Voronoi treemap depicting the proteotype of L. lactis cells 10 minutes post-

infection by phage p2∆47. Metabolic pathways assigned to gene locus are based on TIGR 

subroles. 

 

See PNG file SupplementaryFigureS5. 

 



Figure S6. Voronoi treemap depicting the proteotype of L. lactis cells 20 minutes post-

infection by phage p2∆47. Metabolic pathways assigned to gene locus are based on TIGR 

subroles. 

 

See PNG file SupplementaryFigureS6. 

 

Figure S7. Voronoi treemap depicting the proteotype of L. lactis cells 40 minutes post-

infection by phage p2∆47. Metabolic pathways assigned to gene locus are based on TIGR 

subroles. 

 

See PNG file SupplementaryFigureS7. 

 

Table S1. Bacterial strains, phages and plasmids used in this study. 

 

See Excel file SupplementaryTables. 

 

Table S2. Primers and oligonucleotides used in this study. 

 

See Excel file SupplementaryTables. 

 

Table S3. L. lactis MG1363 and phage p2∆47 protein identifications. 

 

See Excel file SupplementaryTables. 

 

Table S4. Log-2 transformed label-free quantification (LFQ) intensities for L. lactis MG1363 

proteins detected in this study. The averaged values of LFQ intensities were calculated only if at 

least two unique peptides could be identified in at least two of the three biological replicates.   

 

See excel file SupplementaryTables. 

 



Table S5. L. lactis MG1363 proteins detected strictly during infection by both phage p2 and phage 

p2∆47. Proteins are classified according to their TIGR roles and subroles. 

 

See Excel file SupplementaryTables. 

 

Tables S6. L. lactis MG1363 proteins detected strictly during infection by phage p2∆47. Proteins 

are classified according to their TIGR roles and subroles. 

 

See Excel file SupplementaryTables. 

 

Table S7. L. lactis MG1363 proteins detected strictly during infection by phage p2. Proteins are 

classified according to their TIGR roles and subroles. 

 

See Excel file SupplementaryTables. 

 

Table S8. Bacterial proteins detected strictly in uninfected cultures in the proteomic analysis of L. 

lactis MG1363 and phage p2∆47, and detected during the infection by phage p2. Proteins are 

classified according to their TIGR roles and subroles. 

 

See Excel file SupplementaryTables. 
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