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Figure S1. Staphylococcus aureus (S. aureus) strain Sal7 grown in Brain Heart Infusion (BHI) under
control and Mitomycin C (MMC) induced conditions. Average values including standard deviations
(7, +) of three independent experiments are presented. In MMC induced culture, the point of induction
at4his indicated with an arrow. Time is represented in the X-axis in hours (h). Dark grey bars represent
the control culture and light grey bars the MMC induced culture. (a) Growth in log CFU (Y-axis) under
control (e) and induced (x) conditions. (b) SEA levels (bars) in ng-mL"" of culture (Y-axis).
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Figure S2. S. aureus strain Sa48 grown in BHI under control and MMC induced conditions. Average
values including standard deviations (7, +) of three independent experiments are presented. In MMC
induced culture, the point of induction at 4 h is indicated with an arrow. Time is represented in the
X-axis in hours (h). Dark grey bars represent the control culture and light grey bars the MMC
induced culture. (a) Growth in log CFU (Y-axis) under control (e) and induced (x) conditions.
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(b) SEA levels (bars) in ng-mL" of culture (Y-axis).
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Figure S3. S. aureus strain Sa21 grown in BHI under control and MMC induced conditions. Average
values including standard deviations (7, +) of three independent experiments are presented. In MMC
induced culture, the point of induction at 4 h is indicated with an arrow. Time is represented in the
X-axis in hours (h). Dark grey bars represent the control culture and light grey bars the MMC
induced culture. (a) Growth in log CFU (Y-axis) under control (e) and induced (x) conditions.
(b) SEA levels (bars) in ng-mL™" of culture (Y-axis).
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Figure S4. S. aureus strain Mu50 grown in BHI under control and MMC induced conditions. Average
values including standard deviations (7, +) of three technical replicates are presented. In MMC
induced culture, the point of induction at 4 h is indicated with an arrow. Time is represented in the
X-axis in hours (h). Dark grey bars represent the control culture and light grey bars the MMC
induced culture. (a) Growth in log CFU (Y-axis) under control (e) and induced (x) conditions.
(b) SEA levels (bars) in ng-mL™" of culture (Y-axis).
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Figure S5. S. aureus strain Sa51 grown in BHI under control and MMC induced conditions. Average

values including standard deviations (7, +) of three technical replicates are presented. In MMC

induced culture, the point of induction at 4 h is indicated with an arrow. The Y-axis represents the

relative ratio of RF (bars) and sea gene copy [control (e). induced (A)] levels while the X-axis

represents time in hours (h). Dark grey bars represent the control culture and light grey bars

the MMC induced culture.
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Sa51 1 TGTCAATACCAAGTAAGTAA
MRSA252 1 TGTCAATACCAAGTAAGTAA
Newman 1 TGTCAATACCAAGTAAGTAA
Sa53 1 TGTTAATACCAAGTAAGTAA
Sa48 1 TGTTAATACCAAGTAAGTAA
Sads 1 TGTTAATACCAAGTAAGTAA
Sal’7 1 TGTTAATACCAAGTAAGTAA
Sa54 1 TGTTAATACCAAGTAAGTAA
Saz2l 1 TGTTAATACCAAGTAAGTAA
MW2 1 TGTTAATACCAAGTAAGTAA
Mu50 1 TGTTAATACCAAGTAAGTAA
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Sa51 81 TAAAAAAGGTATAGTAATAT
MRSA252 81 TAAAAAAGGTATAGTAATAT
Newman 81 TAAAAAAGGTATAGTAATAT
Sa53 81 TAAAAAGTGTATAGTAATAT
Sad8 81 TAAAAAGTGTATAGTAATAT
Sa4d5 81 TAAAAAGTGTATAGTAATAT
Sal’7 81 TAAAAAGTGTATAGTAATAT
Sa54 81 TAAAAAGTGTATAGTAATAT
Sa54 81 TAAAAAGTGTATAGTAATAT
MW2 81 TAAAAAGTGTATAGTAATAT
Mu50 81 TAAAAAGTGTATAGTAATAT
* ok ok ok ok k Kok ok ok ok ok ok ok ok ok ok k
Sa51 161 CCAACAAARATAATCTATTA
MRSA252 161 TCGACAARAATAATCTATTA
Newman 161 TCGACAAAAATAATCTATTA
Sa53 161 T-AACAAAAAT--——-—=————
Sads 161 T-AACAAAAAT--—-—-————-—
Sads 161 T-AACAAAAAT--—-—————-—
Sal’7 161 T-AACAAAAAT--——-—————
Sa54 161 T-AACAAAAAT--——-—-———-—
Saz2l 161 T-AACAAAAAT--——————-—
MW2 161 T-AACAAAARAT
Mu50 161 T-AACAAAAAT
Kok ok ok ok ok ok ok
Sa51 241 |ARAAAAAACAACATTTATAC
MRSA252 241 |GRAAAAAACAGCATTTATAC
Newman 241 |GRAAAAAACAGCATTTATAC
Sa53 241 |GRAAAAAACAGCATTTACAT
Sad8 241 |GRAAAAAACAGCATTTACAT
Sa4d5 241 |GRAAAAAACAGCATTTACAT
Sal’7 241 |GRAAAAAACAGCATTTACAT
Sa54 241 |GRAAAAAACAGCATTTACAT
Sa2l 241 |GRAAAAAACAGCATTTACAT
MW2 241 |GRAAAAAACAGCATTTACAT
Mu50 241 |GRAAAAAACAGCATTTACAT
_********* *k ok ok ok ok Kk

GATATCTGAAATGTATAATA
GATATCTGAAATGTATAATA
GATATCTGAAATGTATAATA
GATATCTGAAATGTATAATA
GATATCTGAAATGTATAATA
GATATCTGAAATGTATAATA
GATATCTGAAATGTATAATA
GATATCTGAAATGTATAATA
GATATCTGAAATGTATAATA
GATATCTGAAATGTATAATA
GATATCTGAAATGTATAATA

kokk ok kokkk ok kokkk ok kokk ok kK

ATGTATGTATAAGTAAATAA
ATGTATGTATAAGTAAATAA
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ATGTATGTATAATTAAATGA
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TACAAAAATTTCGGATAATA
TCCAAATATTTTAGATAATA
TCCAAATATTTTAGATAATA

TACTTTCATTTATTGCCCTA
TACTTTTATTCATTGCCCTA
TACTTTTATTCATTGCCCTA
TACTTTTATTCATTGCCCTA
TACTTTTATTCATTGCCCTA
TACTTTTATTCATTGCCCTA
TACTTTTATTCATTGCCCTA
TACTTTTATTCATTGCCCTA
TACTTTTATTCATTGCCCTA
TACTTTTATTCATTGCCCTA
TACTTTTATTCATTGCCCTA
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GAGTAAAAATAAAATCTTTT
GAGTAAAAATGAAATCTTTT
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TGATCATTCCATAATTATTG
TGATAATTCTATAATTATTG
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AAAAGTTTGTATGGAATTAT
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Figure S6. Cont.
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Figure S6. (a,b) Sequence alignment of the start and stop region, respectively, of the sea gene region

of 11 S. aureus strains. Start and stop codons are indicated with boxes. Differences in the sequences

are indicated by the absence of star sign under the sequences. (c¢) Alignments of S. aureus MW2,

Sal7 and Sa51 SEA amino acid sequences. Differences (59 amino acids) are highlighted in grey.

The colon symbol (:) denotes a conservative mutation and the hash symbol (#) is denoting

a non-conservation mutation.
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Figure S7. S. aureus strain Sal7 recA-disruption mutant grown in BHI under control and MMC
induced conditions. Average values including standard deviations (7, +) of three technical replicates
are presented. In MMC induced culture, the point of induction at 4 h is indicated with an arrow.
Time is represented in the X-axis in hours (h). The Y axis represents SEA levels in ng-mL™" of culture
in Dark grey bars for the control culture and light grey bars for the MMC induced culture.

Table S1. S. aureus strains used for the sequencing and alignment of the attachment sites of the

respective prophages.

Strain Name NCBI Accession Number

Mu50 KT253887
Sal7 KT253888
Sa48 KT253889
Sa51 KT253890
Sa54 KT253891

Table S2. Measurement of density of amplicons of RF from S. aureus strains Sal7 wild type and Sal7
ArecA grown in BHI under induced and control conditions.

Sample Mean Value Intensity (INT)

2h_a 220.22

2h b 215.40
3h_a 323.28

3h b 354.14
4h_a 540.90

4h b 454.30
6.5h_a 526.96
65h_b 865.06
8h_a 386.51

8h_ b 931.23
pos. control 1284.69
neg. control 214.12
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