Claisse et al. « Microorganisms »

Table S1 Genomes of lysogenic and non-lysogenic strains of O. oeni used in this study.

Strain characteristics

Genome accession number

Lysogens (134)

ACSE(1, AJIJ01, AJTO01, ALADO1, ALAEO1, ALAGO01, ALAHO1, ALAJ01, ALAKO01,
AZHHO01, AZIP01, AZJU01, AZJV01, AZ]JWO01, AZJX01, AZJY01, AZKAO01, AZKBO01,
AZKCO01, AZKEO01, AZKF01, AZKHO01l, AZK]J01, AZKL01l, AZLGO01l, AZLKO01,
AZLNO01, AZLP01, CP014324, CP027431, CP038451, JPEKO1, JPEMO01, LKRTO1,
LKRUO1, LKRV01, LKRZ01, LKSA01, LKSB01, LKSC01, LKSDO01, LKSEO01, LKSRO01,
MLKP01, MLKQO01, MLKTO01, MLKZ01, MLLAO1, MLLB01, MLLDO01, MLLEO1,
MLLGO1, MLLKO01, MLLMO01, MLLNO1, MLLO01, MLLQO1, MLLS01, MLLUO01,
MLLX01, MLLZ01, MLMF01, MLMI01, MLM]J01, MLMKO01, MLMP01, MLMTO01,
MLMWO01, MLMY01, MLMZ01, MLNAO1, MLNC01, MLNDO1, MLNEO1, MLNHO01,
MLNKO01, MLNL01, MLNNO1, MLNP01, MLNQO1, MLNS01, MLNU01, MLNVO01,
MLNX01, MLNY01, MLNZ01, MLOAO1, MLOB01, MLOC01, MLOEO1, MLOEO01,
MLOGO01, MLOHO01, MLOI01, MLOJ01, MLOL01, MLONO01, MLOO01, MLOPO01,
MLOU01, MLOW01, MLOX01, MLOY01, MLPB01, MLPC01, MLPD01, MLPEO1,
MLPGO1, MLPHO1, MLPIO1, MLPKO1, MLPL01, MLPNO1, MLPQO01, MLPRO1,
MLPS01, MLPTO01, MLPV01, MLPWO01, MLPX01, MLPY01, SNST01, SNSU01, SNSVO01,
SNSWO01, SNSX01, SNSY01, ULFS01, ULFUO1, ULFZ01, ULGAO01, ULGBO01, ULGCO01,
ULGDO01.

Non-lysogenic strains
©7)

AAUV01, ALAF01, ALAIO1, AZ]JZ01, AZKDO01, AZKG01, AZKI01, AZKK01, AZLEO01,
AZLF01, AZLHO01, AZLI01, AZL]J01, AZLLO1, AZLMO01, AZLOO01, AZLQO01, AZLRO01,
AZLS01, AZLTO01, CP008528, JMIS01, JOOHO1, JPE]J01, JPELO1, LKRS01, LKRWO01,
LKRX01, LKRYO01, LOBV01, LR031358, MDWO01, MEHP(01, MLKR01, MLKS01,
MLKU01, MLKV01, MLKW01, MLKX01, MLKY01, MLLC01, MLLF01, MLLHO01,
MLLIO1, MLLJ01, MLLLO1, MLLPO1, MLLRO1, MLLTO01, MLLV01, MLLWO01, MLLY01,
MLMAO01, MLMB01, MLMC01, MLMDO01, MLME(O1, MLMGO01, MLMHO01, MLMLO01,
MLMNO01, MLMO01, MLMQO01, MLMRO01, MLMS01, MLMU01, MLMV01, MLMXO01,
MLNBO1, MLNF01, MLNGO01, MLNIO1, MLNJ01, MLNMO01, MLNOO01, MLNRO1,
MLNTO01, MLNWO01, MLODO01, MLOKO01, MLOMO01, MLOQO01, MLOR01, MLOS01,
MLOV01, MLOZ01, MLPAO1, MLPF01, MLPJO1, MLPM01, MLPOO01, MLPPO01,
QYTBO01, ULFT01, ULFV01, ULFW01, ULEX01 .
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Figure S1 Kinetics of bacteriophage induction from the lysogen O. oeni IOEB0608 with (®)
and without (0) mitomycin C treatment (1 pg/mL). Each culture was grown in MRS broth
to an ODsoo of 0.2-0.3 and then separated into two aliquots, one of which was induced with
mitomycin C.
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Intg MATIAYQSKTKTYRVQIITPDHKRVGKSGFHTKTAAKTWLTENQLKIVTGKSEVNSSHEL 60
Intg.r MASITYQEKVKTYRVQVTTKGHKRVGKSGFRTKTEARKWLTENELKIMTGKSDLIDSSKL 60
Intg LSDYFKHWYETYKTNVTIDITLDQYKTTYRIIEKYLPHVRLNDFTREKYQKFLNKYGEDHA 120
Ints.r LSSYFEHWYETYKTNVTDITLDQYKTTYRIIKKYLPHARLNNFTREQYQKFLNKYGKDHA 120
Intg KETVAKRKTHISACLKDAFADKLISEDITQRLTLTGKAGKSSELKFLEYEDFKNLEQYSY 180
Intg.r KETVAKRKTHISACLKDAFADKLISEDITQRITLTGKAGKSSELKFLEADDFKRLEQYSY 180
Intg DHLNNDSQLAIFIATHTGMRIGEIRALKIKNVDFVHSKITIDKAMDGYGNIKAPKTVASN 240
Ints.r DHLNNDSQLAIFIAIHTGMRIGEIRALKIKNVDFVQSKITIDKAMDGYGKIKAPKTAASN 240
Intg RVIKIDKRLLDVLKGYKRVSGLLVQVTREAINHVLTKDLKHIGAKNVTFHALRHSHASYL 300
Ints.r RVIQIDKRLLDVLKRYKRVSGLLVQVTREAINHVLTRDLKKIEAKDVTFHALRHSHASYL 300
Intg LSKGVSIQYVSERLGHSSVAITENVYSHLLQTLRENEENKVTDLMNFQ 348
Intg.r LSKGVSIQYVSERLGHSNVGITENVYSHLLKTLRENEEKKITDLMDFQ 348

Figure S2 Comparisons of the Intrand Ints protein sequences. Mutations are in grey. The four conserved
amino acids in the C-terminal region (catalytic domain) of all integrases found in O. oeni are in red.
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Inte ATGGCAACAATTGCTTATCAATCCAAAACAARAACATACCGTGTTC- - - - - 51
PRr ATGGCAACCTATATGAAACGTGGTTCAACTTGGCAAGCACGTGTATCA - - - - 48
Intp ATGGCTTCAATTAAAAAACGCGGAAAATATTATCAAGCACGAGTATCCTACAGGGATCCA 60
%k ok ok k * * *  * * * *k  kk
Inte ATTACTCCAGATCATAAGCGTGTTGGCAAGTCGGGTTTTCATACAAAAACAGCAGCCARA 111
PRe  -m---- ARGGATAAGCATCGATTCAATAAATCTGGTTTTGCTACCAAAAGAGAAGCAATT 102
Into GTTACCGGAGAATTCCGGACCAAAAATAAAAGTGGTTTTCTTARAACAAAAGATGCACAA 120
*x Kk Rk kkkkkk Kk K Kk Kk Kk
Inte ACATGGCTAACCGAAAACCAGCTTAAAATTGTTACCGGCAAATCAGAAGTARATAGTTCA 171
PRr ATTTGGGCTTCTAAAATAG- - - - -AATTAGGCGAAGAG- - -AATAAACCAAAAAAT 150
Intp ATCTGGGTTGGCCAAGTAT - - - - ~TATCTGGGAAACAACAAGAAARAGAACAGCCT 171
PR . * P
Inte CACGAATTATTGTCTGATTATTTTAAGCATTGGTATGAAACATATAAAACAAATGTAACG 231
PRr AATATTTTATTTTCTGATTATTTTAAAAAATGGTATGAGACATATARAACAAATCGGACC 210
Into GACATACTTTTATCTGATTACTTTGAGAATTGGTACCTCACATATCGTGTCAACCGATCA 231
Kk kk kkkkkkkk Khkk K* *  kkkkk Kok ok ok ok Kk * *
Inte GATATAACGCTCGACCAGTACAAAACGACTTATCGTATTATTGAARAATATTTACCACAT 291
PRr GATGTCACTTTATTACAGTACAAAAACACTGACTATGTAATTGATAAATATTTAAAGGGT 270
Intp AATCAAACTATATACCAGTATCGAGACACACTTCACACAATTAAGAAGTATTTGCCCACG 291
R P Kk Kk kEkkE
Inte GTGCGACTGAATGATTTTACCCGTGAGAAATATCAGAAATTTTTARACARATATGGCGAA 351
PRr GAAATTTTAAATAACTTAACTCGGGCTAAATTACAACAATTTATCAATGAATACGGCARA 330
Intp ATGACTTTGAAATCGTTCACACGATCTAATTTTCAGACATTTATTAATAATTTTGGTARA 351
*  kk *k kk kK *x K * * kkkk Kk kk * Kk * * * *
Inte GATCACGCTAAAGAAACTGTTGCTAAACGAAAAACACACATCTCAGCTTGTTTAAAAGAC 411
PRr GACCACGCTAAAGAGACTGTCCAAAAACATAAGGGCATATTATCGCCTG-CTTAAAAGAT 389
Into GATCACGCTGAAAAAACAGTACAARAAACGCAAGGGTCARATTTCGGCCGCTTTAAAAGAT 411
Kk Rk kR Kk K Kk Kk KkkE kR * oxx % Kok ok k ok
Inte GCTTTTGCCGATAAATTAATCAGTGAAGACATAACACAACGATTGACCCTAACTGGTARA 471
PRr GCTTATCATGAAGGGCTAATCAAACAAGACGTTACTTATAGATTGAATCTAGTCTATAAC 449
Intp GCCTTAGCTGAAGAATTGATAATTAAGGATCCTACTATAAGAATTGGTTTAGTGTACAAT 471
- - K oxk ok ok Rk *x P - .
Intr GCCGGCA------ AGTCGTCAGAGCTTAAATTCTTGGAGTATGAAGATTTTAAGAACTTA 525
PRr CARAAAACTATCAAACCAATCGAAGAAAAATTCCTAGAGGCAGAAGACGCACATARACTC 509
Into AATGCAACTAAAGTGCCTATTGAAAATAAATATTTGGAATTGAATGAAGCTGAAAAATTG 531
* * * * ok k ok *  kk *  kk *  kk *
Inte GAGCAATATTCATATGATCATCTCAATAACGATTCACAGCTGGCTATTTTTATAGCTATT 585
PRr GTTGCTTATTGCGAARAGAACATCACTA- - -GAGGCAACTTTTGTATTCTGACCGGTATT 566
Intp ATAGACCATTGTATAAARGAACCTATCTA- - -GGGGTAATTTTATGATATTAACTGGTCTT 588
*kx ok ok xk P Kk ok x K k%
Inte CATACAGGCATGCGAATAGGTGAAATTAGAGCTTTARAGATTAARAATGTAGATTTTGTG 645
PRr CTATCAGGAGCCAGATTTGGTGAAGTTAGAGCCTTGATTGACAGTGATATAGACACGAAG 626
Intp CTGTCAGGAGCAAGATTTGGTGAGCTTCGAGCATTAACCGATGCAGATATCGATACCARA 648
* * ok kK *k ok kkkkk hk kkkk *kk Kk *k ok kK
Inte CATTCTAAAATTACTATTGATAAAGCTATGGACGGTTATGGCAATATCA- - -AAGCACCA 702
PRr AACCACACTATTAGTATTAACAAGGCTGTTGATAGGCTAACAGGAAAAGATAAGGARACC 686
Into AAACATCTCATCTCTATTACTAAAGCAGTTGATAAATTTACCAATAAGGATARAGCTCCA 708
N Kk xRk Kk Kk K k% N PP
Inte ARAACGGTCGCTAGTAACCGTGTAATTAAAATCGATAAACGATTATTAGACGTATTARAG 762
PRr ARAAACAAGCAATCCACAAGAATTATAGCTATGCCCGACAGATGGTTTCAAATATATAAG 746
Intp ARAACCAAGAATTCGATTAGAGAAATCATAATGCCGGATAAATGGTTTGAAGTTTATAGT 768
PR P *x *x K kk k% kK % ®
Inte GGATATAAGCGTGTTTCTGGTTTATTGGTACAAGTAACAAGAGAAGCAATTAACCACGTT 822
PRr AATTACAACCATGATGGAAAACGGCTTTTTGACATCAGCTCAAACGCTATCAACAAAGAT 806
Into GATTTCAAGCATAATGACAAGCGACTTTTTGACATGACATCTAACGGAATCAACAAAGAC 828
*  kk *x *x K L . A * Kk *k kkk Kk Kk
Inte CTAACGAAAGATTTAAAGCACATAGGGGCAAAAAACGTGACCTTTCATGCTTTGCGTCAC 882
PRr ATGAGATATATCGCAAAGAAARATCGATATAAAGCCTGTCACCTATCACGCTTTAAGGCAC 866
Intp TTAAAATATTTATGTGAAAAACTAGAAATCAAGCACGTTACGTTTCACGCTTTAAGGCAT 888
o PR - KE Rk K KAk KERKE K Kk
Inte AGCCATGCCAGCTATTTATTATCCAAAGGTGTTTCAATTCAATATGTATCCGAACGTTTG 942
PRr ACTCACGCTTCAATGCTCTTGGCCAATAACGTTTCAATGCAATATGTTTCCGARAGATTA 926
Intp ACGCATGCTTCAATGCTATTAGCACATGATATTTCAATGCAATATGTGTCTGGAAGATTA 948
K Rk ok *oxk % ® Kk kkAk KEKKKEKK Kk K K Kk Kk
Inte GGGCATTCCAGTGTTGCTATCACAGAAAATGTTTACTCTCATCTACTTCAAACGTTACGG 1002
PRr GGACACGCTAATCTATCAATCACGGAAAAAGTCTACTCTCACCTACTTGAAGATAAGAGA 986
Into GGACATGCCAATCTTTCGATAACAGAACAGGTATATTCGCATCTTTTAGAAGAAAAGARA 1008

*k kk Kk k ok ok k kk kk kkk Kk kk Kkk kk kk kk Kk Kk

Intr GAAAACGAAGAAAACAAGGTCACTGATTTAATGAATTTTCAGTGA 1047

PRr AAAGAAGAAGAAAAAAGGGCGATGGATATTTTTTAA- - 1022

Intp AATCAAGAAGAAATGAAAGCAATGAAGATATTTTAG- - 1044
* ok kkkkkkk K Kk K * ok k%

Figure S3 Alignments of the nucleotide sequences of the integrase genes from PRr and Intr and Intp
prophages. The yellow color represents deletions in intPRr and intp, sequences. The blue color
represents deletions only observed in the intrsequence.



