Supplementary FIG. 1. Spot assay of S. epidermidis RP62A in the absence (control) and presence (1.25 µg/mL to 0.375 µg/mL) of α-MG. MIC (1.25 µg/mL) of α-MG shown approximately ˂ 2 log reduction in S. epidermidis growth within 10 min. Hence, 0.7 MIC (0.875 µg/mL) of α-MG was used for antibacterial challenge with S. epidermidis.
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Supplementary FIG. 2. CELLO2GO analysis. GO annotation of differentially expressed genes upon α-MG treatment which are identified using RNA-sequencing. Biological process (A), Molecular function (B) and Cellular component (C).
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Supplementary FIG. 3. Venn diagram representing the overlapped proteins identified by LC-MS/MS in S. epidermidis RP62A with presence and absence α-MG (0.7 MIC for 10 min and 30 min of exposure). 
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Supplementary FIG. 4. STRING10.5 predicted the protein-protein interactions (high confidence score 0.700) of upregulated (A) and downregulated (B) proteins of S. epidermidis RP62A upon α-MG treatment. 
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Supplementary FIG. 5. CELLO2GO analysis. GO annotation of differentially expressed proteins upon α-MG treatment that were identified using LC-MS/MS. Biological process (A), Molecular function (B) and Cellular component (C).
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[image: image6.emf]  Supplementary  Table 1.   List of gene s   and primers used  in   qRT - PCR analysis  

S. No  Gene  name  Forward Primer   Reverse Primer   Size ( bp )  

1  accB  TTAAATAACGGCTGGCCATA    GCACCAATGGTTGGTACATT    209  

2  accC  GGAATGGAATCGTAGTGTCG    CCATCACCAGGCAAGATTAC    217  

3  fabD  TCCTAACGGTGTTGGAGGTA    TAACGGAAGAACGCGTTTAG    211  

4  fabH  GGCAAACTCAAAATGAATGG    TTGAGGCAGCCGAAGTATTA    232  

5  fabI  TAGGCCAGATTGATGGTGTT    TCGCAACAATACTTCCACCT    183  

6  fabZ  AGCCGAACCCTTACCAATAG    AACCATTTTTCCAGGGACAT    239  

7  secA  GGATCAATTGCGTCAAGGTA    TTTGCTTTTTCTTTGCCATC    237  

8  y idC 2  AAGAAATGCGGATGTTCAGA    GGCTGCAAACCAAGAACTTA    168  

9  ft sY  TTTGACGAAGATGGCTTGAT    ACCAACGTCCGCAGTAATAA    201  

10  divlB  AACGATTGCAGACAAAATGC    ACCCGATTGAACAGTTGATG    151  

11  katA  ACAGCCTGAACACAAGAAGC    AATGTGGCGAACTTTGACAT    199  

12  asp23  CGGAAAATTTTAGGTGCAGAT    GACATGAAAGGTGGCTTCAC    155  

13  sodA  ACCACCGCCATTATTACGA    T GCATTAGAACCACACATCG    193  

14  groEL  GTCGACTAGCCTGCACAACT    GAAGGAATGCAATTTGATCG    166  

15  clpB  GTAGGCGCTGGTAAAACTGA    GACCCCAACTTTTTGGAAAC    165  

16  clpC  GCAATTCGTTTGAACCATTC    GCTTTCGAGCTTCATCCATA  232  

17  dnaE  CGCTTCTAACACCGTCTGAT    CAGAAGCGGAACGTATAGGA  213  

18  uvrA  CAACACAAATTGGTTCACGA    TCATCGTCATGTTCAACGAC  154  

19  polA  TTTGCAGTGACCTCCTCAAT    AAAGGTGTTACCGACGTTGA  221  

20  polC  GTTGAAGCGATGAAGGAAAA    AGGTCAAAATCGGAAGCTCT  191  

21  icaA  TTGATGACGATGCGCCTTTT    CTGCAAGAGATTGACTTCGCT  171  

22  rplU  TTGTAGGTGGCGACTCAGTT    ATGG TTGACGATGGCCTTTT  156  

23  16 S rRNA  CCGATACGGCTACCTTGTTA  TCAGCATGCTACGGTGAATA  160  



[image: image7.emf]Supplementary   Table  2.    Differentially expressed genes identified through RNA - seq uencing ,   encoding   uncharacterized hypothetical proteins with subcellular localization and Pfam domain.      

Gene ID  Product  Predicted localization  Protein family (Pfam) domain mat ch  

Upregulation  

SERP0270  conserved hypothetical protein  Unknown  Protein of u nknown function  

SERP0336  conserved hypothetical protein  Unknown  YaiI/YqxD family  

SERP0665  hypothetical protein  Extracellular  Protein of Unknown function  

SERP1476  conserved hyp othetical protein  Cytoplasmic Membrane    ABC - 2 membrane transporter family  

SERP1754  conserved hypothetical protein  Cytoplasm  NAD(P)H - binding  

SERP1784  conserved hypothetical protein  Cytoplasmic Membrane    Uncharacterized conserved protein  

SERP1783  conserve d hypothetical protein  Cytoplasmic Membrane    Domain of unknown function: small integral membrane  protein  

Downregulation  

SERP0013  conserved hypothetical protein  Cytoplasmic Membrane    Yip1 domain   

SERP0048  hypothetical protein  Cytoplasmic Membrane    Unchar acterized conserved protein  

SERP0057  conserved hypothetical protein  Unknown  Protein of u nknown function  

SERP0316  conserved hypothetical protein  Cytoplasm  Protein of unknown function DUF47  

SERP0517  conserved hypothetical protein  Cytoplasmic Membrane    D - A la - teichoic acid biosynthesis protein  

SERP0557  conserved hypothetical protein  Cytoplasmic Membrane    Protein of unknown function   (DUF1516)  

SERP0639  conserved hypothetical protein  Unknown  Protein of unknown function     (DUF2538)  

SERP0679  conserved hypotheti cal protein  Unknown  Putative cell - wall binding lipoprotein   YkyA  

SERP0701  UPF0358 protein  Unknown  Protein of u nknown function  

SERP0717  conserved hypothetical protein  Cytoplasm  Uncharacterized conserved protein  

SERP1154  conserved hypothetical protein  Unkn own  DNA polymerase III, delta subunit  

SERP1215  conserved hypothetical protein  Unknown  Domain of unknown function (DUF4930)  

SERP1381  conserved hypothetical protein  Cytoplasm  Control of competence regulator ComK, YlbF/YmcA  

SERP1382  conserved hypothetical  protein  Cytoplasm  Protein of unknown function (DUF445)  

SERP1472  conserved hypothetical protein  Cytoplasmic Membrane    Uncharacterized conserved protein  

SERP1664  conserved hypothetical protein  Cytoplasm  Threonylcarbamoyl adenosine biosynthesis protein TsaE  

SERP1694  conserved hypothetical protein  Cytoplasm  Metal - sensitive transcriptional repressor  

SERP1707  conserved hypothetical protein  Cytoplasmic Membrane    Protein of unknown function (DUF1146)  

SERP1738  conserved hypothetical protein  Cytoplasm  Protein of   unknown function (DUF2750)  

SERP1761  hypothetical protein    Unknown  Uncharacterized conserved protein  

SERP1772  conserved hypothetical protein  Unknown  Uncharacterized conserved protein  

SERP2202  conserved hypothetical protein  Cytoplasmic Membrane    Protein  of unknown function (DUF4064)  

SERP2254  conserved hypothetical protein  Unknown  Uncharacterized conserved protein  

SERP2271  conserved hypothetical protein  Unknown  Uncharacterized conserved protein  

SERP2314  conserved hypothetical protein  Cytoplasm   YceI - lik e domain  

SERP2475  conserved hypothetical protein  Unknown  AAA domain  

 
[image: image8.emf]Supplementary   Table   3.   Differentially expressed  proteins   identified through  LC - MS/MS ,  encoding   uncharacterized hypothetical proteins with subcellula r localization and Pfam domain.   

Gene ID  Product  Predicted localization  Protein family (Pfam) domain match  

Upregulation  

SERP0039  conserved hypothetical protein  Cytoplasmic membrane  Mechanosensitive ion channel  

SERP2271  conserved hypothetical protein  Unknown  Uncharacterized conserved pr otein  

SERP0679  conserved hypothetical protein   Unknown  putativ e cell wall binding lipoprotein  

SERP1781  conserved hypothetical protein   Cytoplasm  (IucA / IucC family)  

SERP0690  conserved hypothetical protein   Cytoplasmic membrane  protein of unknown functi on  

SERP0435  conserved hypothetical protein  Cytoplasm  WhiA N - terminal LAGLIDADG - like  domain  

SERP0604  conserved hypothetical protein  Cytoplasm  2' - 5' RNA ligase superfamily  

SERP0587  conserved hypothetical protein  Unknown  ATP - NAD kinase  

SERP0791  conserved  hypothetical protein  Unknown  Asp23 family, cell envelope - related  function  

SERP1629  hypothetical protein  Cytoplasm  Protein of u nknown function  

Downregulation  

SERP0252  conserved hypothetical protein  Cytoplasm  Uncharacterized  YwhD family   protein  

SERP1131  hypothetical protein  Unknown  Uncharacterized conserved protein  

SERP2408  conserved hypothetical protein  Cytoplasmic membrane  Isoprenylcysteine carboxyl  methyltransferase (ICMT) family  

SERP1407  conserved hypothetical protein  Cytoplasmic membrane  LexA - bindi ng, inner membrane - associated putative hydrolase  

SERP0323  conserved hypothetical protein  Cytoplasm  Cupin superfamily  

SERP0241  conserved hypothetical protein  Unknown  Protein of unknown function  (DUF1450)  

SERP1628    hypothetical protein  Unknown  Uncharacter ized conserved protein  

SERP0525  conserved hypothetical protein  Cytoplasm  Protein of unknown function  (DUF1450)  

SERP0742  conserved hypothetical protein  Unknown  Bacillithiol biosynthesis BshC  

SERP0447  conserved hypothetical protein  Cytoplasmic membrane  Pr otein of u nknown function  

SERP0512  conserved hypothetical protein  Cytoplasm  Protein of u nknown function   (DUF1027)  

SERP0774  conserved hypothetical protein  Cytoplasmic membrane  3 - demethylubiquinone - 9 3 - methyltransferase  

SERP0433  conserved hypothetical pro tein  Cytoplasm  P - loop ATPase protein family  

SERP0252  conserved hypothetical protein  Cytoplasm  YwhD family  


