Table S1. DNA sequences of the oligonucleotides used in this study

Primer Sequence 5’-3’ Purpose

SO089WF GGGTGACTCCTTCAAAACCAACATAAGGAGTCACCAGTGTAGGCTGGAGCTGCTTCG Deletion of s089 from SXT
s089WR GAGTGTTACTTGGTTTTTCATGATGTTCTCCTCGTCATTCCGGGGATCCGTCGACC Deletion of s089 from SXT and R391
ssb1WF GTGTGCACTGAGTTCAACTAAGACGAGGAGAACATCGTGTAGGCTGGAGCTGCTTCG Deletion of ssb from SXT
ssb1WR AAGTACTCCCGGCTGGGTTAAAGCGTTTTTGCTCGGATTCCGGGGATCCGTCGACC Deletion of ssb from SXT
R66WF GGGTGACTCCTTCAAAACCAAATTATGGAGTCACCAGTGTAGGCTGGAGCTGCTTCG Deletion of s089 from R391
ssb2WF GTGTGCACAGAGTTCAACTAAGACGAGGAGAACATCGTGTAGGCTGGAGCTGCTTCG Deletion of ssb from R391
ssb2WR AAGTACTCCCGGCTGGGTTAAAGCGTTTTCGCTCGGATTCCGGGGATCCGTCGACC Deletion of ssb from R391
setD2wF CTATCGCAATATTTTACATGAACTGGAGGTCCGTCAATTCCGGGGATCCGTCGACC Deletion of setDC from SXT
setC2wR CACGGGCGGTGCACAATCAAATCATGTATCAGCATGGTGTAGGCTGGAGCTGCTTCG Deletion of setDC from SXT
65lacZ42BF ATTGTCGGAGTCCACAATGGAAAAACCAAAGCTAATCCAAGCCGTCGTTTTACAACGTCGT LacZ fusion of bet in SXT
65lacZ42BR AGAATAATCCCGTCAGGGTTAGTAAAATGAATGCGTGGCGGTGTAGGCTGGAGCTGCTTCG LacZ fusion of bet in SXT
66lacZ42BF CCTCAAAGGAGACAATATGAAGGTTATCGACCTATCACAAGCCGTCGTTTTACAACGTCGT LacZ fusion of exo in SXT
66lacZ42BR AGCGCATGAGAARGGAGCCGAARTCGGCTCCAAGTGAACGGTGTAGGCTGGAGCTGCTTCG LacZ fusion of exo in SXT
setDF CTGGAATTCGCAAAGAGTGCTTTCTATCTA Construction of pGG2B
setC2R TTGCTTAAGTAGTACTCTCAAAGTGCACG Construction of pGG2B
orfZTOPOF TAATTTGGAGATCTTCCATGACTAA Construction of pGG7
corfZR TTACTTTGCAGCTTGTGCTAAC Construction of pGG7
6389F CGATTCCGTAAAGCGCACTGACC Construction of pGG32
6389R CGAGCAAGCAATCGCAAAAGCG Construction of pGG32
s089-C TGCAAAACTGAGCTGGTCG RT-qPCR s089

s089-D GTCGTACTGATGTGGCTCTTTG RT-qPCR s089

ssb-A TTCGAGATCGTGGTGGATTAA RT-qPCR ssh

ssb-B CAGATGCTTTGTTCACATTATCAAG RT-gPCR ssb

bet-A AAACAAAGTCTCCCTGGATGG RT-qPCR bet

bet-B ATGGACCATCTACACGGTAAGG RT-qPCR bet

exo-A ACTTTCTTCTGCCGTTATGTGC RT-gqPCR exo

exo-B GATGCTGTACTTGCACCCAATA RT-gPCR exo

orfZ-A GACTAAATCAGCCTCACTTTTTCG RT-gPCR orfZ

orfZ-B CTTTGCAGCTTGTGCTAACGC RT-qPCR orfZ

RTlacZF GTGACGTCTCGTTGCTGCAT RT-gqPCR /acZ

RTlacZR CACCCTGCCATAAAGAAACTG RT-gPCR JacZ

s073RT GCATGACGAGTCACCACGACAG Reverse transcription s073
TSS89up4 GTTTAAGGAGGCTAGCTACCTC Primer extension analysis
betTAlacZF1 TAAGGAGTCCACAATGGAAAAACC Construction of pDPL373
betTAlacZF2 TAACCACTTTGATTGTCGGAGTCC Construction of pDPL374
betTAlacZF3 TAAGGGAGTACTTTCCCGTCAGG Construction of pDPL375
exoTAlacZF1 TAAAGGAGACAATATGAAGGTTATCG Construction of pDPL376
exoTAlacZF2 TAATTCTCTCCTTCGGGGGAGTCT Construction of pDPL377
exoTAlacZF3 TAAAGGGGAGTTCTCTCCTTCGG Construction of pDPL378

lacZTAcommonR TTATTTTTGACACCAGACCAACTGG

Construction of pDPL plasmids




‘Table S2. RecT and YqaJ famiy proteins.

RocT Yaa)
AccEssion# 61 PROTEIN ID size_|accEssion # PROTENID size OORGANISM TAXON (ORDER)
[AALSO7I01  GI21885304  SXTbet 2723 [AAL50709. GI21885303  SXT o 3382 Vibrio cholerae MOT0 Viorionales ssb-bet-oriZ-ex0
[Aai08027.1  GL20095161  Ragt bet 27202 [AAMOBOTSA  GE20085149 338 2a |Providencia rtigert nterobacteriales ssb-betortZ-
YP_962550.1  GI:120567976  phage recombination protein Bet 2723a |YP_96255 611120897977 enuonmsaswkepnaaemepmnem 338.2a |Shewanella 5p. W3-18- atteromonadales ssb-bet-orZex0
YP 0021521661 G1:197286204  phage recombination protein 27202 |YP 0021521641 GI:197286202  plasici 338 2 |Proteus mirabilis HI4320 nterobacteriales
YPZ002679411.1  GI:229608763  hypothetical protein VCD_003685 2720 [Vo 0020704001 Gl226606701 DA ecomomaton proton 338.2a |Vibrio cholerae MJ-1236 Viorionales
YP004936301.1  GI360034538  phage recombination protein 2722a [YP 0049363031 GI:360034540 ~endonuclease-lie phage-related profein 338.2a |Vibrio chalerae O1 sr. 2010EL-1786 virionales
YP o08670.1 118601970 DNA recombinaion profein 343aa |YP O0BG71.1  GI118601971 hypothetical protein P312780RF 073 336.3a |Photobacterium damselae subsp. piscicida Viorionales
YPTo08401.1  GL118614708  DNA recombination protein 3432a |YP 9084921 GI118614709 hypothetical protein PO9018ORF 081 336 aa_[Photobacterium damselae subsp. piscicida virionales
34044549  phage recombination protein Bet 329aa [YP 0011017981 GI134044499 hypothetical protein YR71pYR1_0104 336a Yersinia rucker enterobacteriales
YPZ001102187.1  GI:134044924  phage recombination prolsin Bet 39 |YP 0011021881 Gt putative phage-type endonuclease 336 3a Yersinia pestis biovar Orientais str. IP275 enterobacteriales
YPZ001101963.1  GI:134047188  phage recombination protein Bet 3293 [YP 0011019841 GI:134047100 phage-type endonuciease 336.2a [Salmonella enterica subsp. enterica serovar Newport st SL254 enteroacteriales
YP 0028044501 GL237810011  Bet 3202a |YP 0028944511 GI237810012 hypothetical protein pAROG0302 0105 336.2a |Escherichia coli nterobacteriales
YP 0028946461 G1:237810207 Bot 329aa [YP 0020946471 GI237810208  hypothetical profein pAMO4528_0111 3363a [Saimonelia enterica enteroacteriales
YP 0020055861 G1:242348025  phage recombination protein Bet 3312a |YP 002005587.1 GI:242348026  putative phage-ype endonuciease 33 a hydrophila aeromonadales
YP 0024740641 G1:219857032  DNA recombination protein 373aa [YP_002474069.1 GI219657037 putative DNA recombinaion protein 3523a [Pseudomonas sp. CATO pseudomonadales
YP 0036171221 G1296100205 DNA single-sirand annealing protein 3632a |YP003617126.1 GI206100200 putative 347 2 |Pseudomonas putida pseudomonadales
NP 756650.1  G:27228609  DNA recombinaion protein 373aa [NP7586631  GI27228513  putative DNA recombinalion protein 3523a [Pseudomonas resinovorans pseudomonadales
NPTeiotsa1  Gi2tawsss  DNArecombinaionproin 5102a [NP 6401841  GI21233886  DNArecombination protein 375 2a |Proteus wigaris enterobacteriales
YP 0572581 GI1120537201  RecT proe 319aa [YP 0572561  GI120537199 Phage-related profein endonuciease-ike 3342a |Marinobacter aquaeclei VT8 atteromonadales
P 0034560161 Gi-28a086053 phagemﬂmbmalmngm\em Bet 2900a [YP 0034569171 GI:288986954 phage-type endonuclease 334 2a | Alochromatium vinosum DSM 180 chromatiles. up betexo
NP 040617.1 261 [NP 0406161  GI9626280  exonucioase 226 aa [Entorobactera phage lambda Siphoviridae  gam-bet-exo
NP 049474.1 Set protsn 2610 [NP 1044731  GL9G32479  exonuclease 225 2 [Enterobactera ph
NP 050513.1 bet 2610 [NP0S05121  GI9633409  exonuciease 2263 [Entorobactera phage VT2-Sakai
NP 286500.1 Bet recombination protei of prophage CP-933K 5o N0t GLISHOMET  somcesse 226 2a [Escherichia coli O157:H7 str. EDLS33 opi
NP 286953.1 betW gene product 261 [NP 2869521  GI15800936  exoW gen 225.3a [Escherichia coli Q157 H7 str. EDL933 ophag
NP 288694.1 recombination protein Bet of prophage CP-933V To100 [N 20000E1  OMaa2000  eiemuenseof prophage CPOZAV 225 3a [Escherchia coli O157:H7 str. EDLS33 opi
NP 309202.1 recombination profein Bet 261aa [NP 3092011  GI15830428  exonucioase 226.3a [Escherichia coli O157:HT st Sakai ophag
NP 311028.1 hypothetical protein ECs3001 2610a [NP311028.1  GL15832256  exonuclease 225 2a |Escherichia coli O157:H7 str. Sakai opi
NP 298937.1 hypothetical profein XF1648 308aa [NP 298931  GI15838248  hypothetical potein XF1647 547a |Xyllla fastidiosa 9250 ophage
NP _300505.1 DNA recombination protein; skin element 2840a [NP 3905061  GI16079682  nuclease; skin element 319.aa  [Bacilus subliis subsp. subils st 168 bacilales Prophage like
NP 463513.1 putative recombinase. 2712 NP 4635121  GI16798834  gpd7 319.3a |Listeria phage A118 pacilales Bacteriophage
NP 612083.1 ein 2610a [NPT612080.1  GE20065897  hypothetical protein Stdip102 2252 converling phage |
NP 690727.1 hypothetical protein SPP1p076 2o7an |NPTosorza 1 Gl228ss1is  ypalhatoa prten SPRTTt 311aa [Bacilus phage SPP1 oacilales
NP 753445.1 mbination protein Bet of prophage 261 a G1:26247403  exonuclease encoded by prophage 226 2a |Escherichia coli GFTO73 opi
NP 779225.1 hypathetical protein Sooca [NeTragee1  Grastaestz  peheleal e 550aa [Xylela fastidiosa Temeculal ophag
NP 781721.1 hypothetical protein CTCO1075 2680a [NP781720.1  GE26210776  hypothetical protein CTCO1074. 447 2a. |Glostridium tetani £ clostridiles. Prophage like
NP 782702.1 recT protein 268aa [NP 7627031  GI26211759  hypothetical protein CTCO2146 3062a [Glostrdium tetani E88 clostridiales Prophage-like
INP_805690.1 bacteriophage recombination protein 261aa [NPBOSGOT1  GI29142049  cxonuclease 226 2a [Salmonella enterica subsp. enterica serovar Typhi str. Ty2 opi
NP B48242.1 RecT 340aa [NP 8482431  GI30387414  hypothetcal protein epsion1sp3s 299.a [Enterobacteria phage epsion15
NP 885735.1 phage-related DNA recombination protsin 3282a |NP 8887341  GI33601174  phagerelated exonuciease 215.2a [Bordetella bronchisepti opi
NP 944238.1 Boep22gp10 337aa [NP 0442401  GI38640319  Boep22gpi2 3033a [Burknoideria phage Beep22
YP 0631331 phage recombination protein 2610a [YPTOG31321  GE50955844  phage recombination protein 3312 |Leifsonia xyl subsp. xyl sr. CTCBO7 opi
YP 0703101 hypothetical protein YPTB1784 280 [YP 0703091  GI51596118  hypothetical protein YPTB1783 5343a Yersinia pseudotuberculosss IP 32953 ophag
YP o78630.1 recombination and repair protein RecT 273aa [YP 0786202 GI163119372 ~phageiike protein 312aa [Bacilus licheniformis DSM 13 = ATCC 14580 pacilales Prophage lie
YP_235897.1 RecT protein 295aa [YP 2050981  GIGOMG057  hypotnetical potein $53.aa [Psaudomonss syingae pv. syngse 87260 opi
YP-248065.1 recombinational DNA repai protein, RecE pathway 306 248 Gl68249852 iheticalprotein NTHI1491 21422 |Haemophilus influenzae opi
YP a03019.1 12 bet gene product 261aa [YP 4030181  GIB2776669  exonucioase 2263a [Shigella dysenteriae Sd197 ophag
YPTasesss.1  GL85059153  recombination and repair protein RecT 337 a0 |YP 4548561  GI8S09154 hypothelical protein SG1176 298.2a [Sodalis glossinidius str. 'morsitans' opi
P as7o60.1  GLET200712  rect protein 294 |YP 4979701  GI8T200713  Phage-like profein 3032 DS 12444 ophag
YPT540280.1  GL91210303  recombination protein Bet of prophage 2610a [YP 5402881  GE91210302  prophage CP-933K exonuclease 226 aa |Escherichia coli UTIg9 opi
YP 6690531 GI:110641323  bacteriophage recombination protein 261aa [YP 6690521  GI110641322 exonucioase 2263a [Escherchia coli 536 ophag
YPT695388.1  GL110800960 RecT family protein 28002 [YP 6953871 GI110800330 hypothetical protein CPF 0938 303.2a [Glostridium perfringens ATCC 13124 clostridiles Prophage like
YP 7196311 GI113461562 phage recombinase 311aa [YP 719621  GI113461563 hypothetical potein HS_1420 222.3a |Haemophilus somnus 129PT ophag
YP 7604581 GL115334612 DNAbinding phage-elated protein 2800a |YP 7644571 GE115334611 Yaal 3212a |Geobacillus phage GBSV pacilales Bacteriophage
YP 794099.1 1116222044  recombination proten Bet 261aa [YP 7940981  GI116222043 exonuciease 2263a [Sb-converting phage 86
VPTss6.1  G117623325 - rocombinaton rlen Bet fprophage 2610a |YP 8522371 Gl11762332 226 2 APEC O1 opi
3641.1 17624728  recT gene product 340 8536401 GI:117624727  hypothetical protein 250aa [Ecchercha ol APEC OF ophag
YPTo17501.1  GL118386446 Fis family transcriptional regulator a232a | VP o17502.1 103 rotein 32 s denitficans PD1222 opi
YP 0013758461 G1:152976329  recombination and repair protein RecT 2682 |YP 0013756481 GI:152976331 Yqal protein 51720 [oacios cytoucns H1 39158 pacilales Prophage-like
YP 0014255861 G1:155042919  DNA binding phage related protein RecT 2800a |YP 0014255851 GI:155042066 Putative endonuciease 3222a [Bacilus virus 1 pacilales Bacteriophage
YPZ001461932.1  GI:157155950 ~ phage recombination protein Bet 261aa |YP 0014619311 GI157156284 exonuciease 2263a [Escherichia coli E24377A ophag
YP 0014688821 GI157325450 gpa2 2712a [YP 0014688811 Gl1567325458 gpa1 319aa |Listeria phage A008 pacilaies Bacteriophage
YP 0015629411 Gi-160897359 protein 307aa [YP 001562940 97358 exonuclease 200aa [Delfia acidovrans SPH-1 ophag
YP 0015872201 G1:161613264  hypothetical protein SPAB_00974 2610a |YP 0015672281 GI161613263 hypothetical protein SPAB._ 00973 226 & Phi B str. SPB7 opi
YP 0017302031 GI:170080883  RecT protein 305 |YP 0017302021  GI:170080882 exonuciease 226.3a [Escherichia coli sr. K-12 substr. DH10B ophag
YP 0016489061 GL:170783624 Bt protein 2612a [YP 0016489051 GI70783623 exonuclease 2252 [Enterobacteria phage Mi
YPZ001829779.1 GI:182681618  phage recombination protein Bet 300aa VP ootezeTeD 1 GI82081620 - hypohetoal prten Xssh23_107a 550aa [ylola fastidiosa M23 ophag
YP 0018521001 118396389  RecT-family phage protein 3752a |YP 0018521921 GI183983901 hypothetical p 35008 opi
YP 0019682611 11190149736 ~ phage recombinase Siaaa [vo 0010002601 GL1G0140735  hypetnlical roon APPT o 2292a Admobacmusp\eumpneumomaesermaﬂslv 76 ophag
YP 0019869121 GL:191637746  RecT protein 2052a [YP 0019869101 Gl:1916377: rotein LCABL_ 096 2912a [Lactobacillus casei B opi
i recombination protein bet 261aa |YP 0020450051 GI:194450183 exonucioase 25aa Heidelberg st. SL4TS ophag
YP 0022620321 G-206509503 gp49 3552a |YP 0022420311 GI206509582 335 a8 |Myoobacterium phage Brujta
YP 0022694091 G1:209397607  recombination protein bet 2153a [YP 0022694081 GI:209396861 exo gene product 2263a [Escherichia coli O157:H str. EC4115 ophag
YP 0022718231 G1208309367  bet gene product 2610a [YP 0022718241 GI:200387437 exo gene product 226 2a [Escherchia coli O157:H7 str. EC4115 opi
YP 0022715211 GI:209399455 et gene product 261aa [YP 0022715221 (GI:209399863  exo gene product 2252a [Escharciacoll O1ST.T st ECH115 ophag
YP 0022741511 G1208427740 Bt protein 261aa [YP 0022741501 GI209427739 putative exonuclease 226 2a_[Enterobacteria phage YYZ-2
YP 002274222.1  G:209447137 ~ Bet recombination protein 261aa |YP 0022742211 GI:200447136 exonuciease 2263a [sb-converting phage 1717
YP 0022885371 G:200884680 rect protein 461aa [YP 0022885301 GI:209884682 ~hypothetical protein OCAR 6543 311.aa [Oligolropha carboxidovorans OMS hizobiales. Prophage like
? phage recombination protein 261aa |YP 0022918421 GI:209917758 phage exonuciease 226.3a |Escherichia coli SE11 ophag
YP 0023518001 G:21796221  recombinase, phage RecT family protein 271aa [YP 0023518981 GI21796220 gp47 319.aa |Listeria monocylogenes HCC23 pacilales Prophage like
1 8550042 - Recombination profein bet fom phage origin 261aa |YP 0023638341 GI:218550043 exonuclease from phage origin 226.3a [Escherichia fergusonii ATCC 35469 opi
YP 0023862201 GI:218553307 Recombination protein bet from phage origin 261aa [YP 0023862191 GI218553306 exonuclease ffom phage origin 226 2a [Escherichia coli IAIT opi
YP 0023909411 GI:218558028  Rocombination protein bet from phage origin 261aa |YP 0023909401 GI:218558027 exonuciease from phage origin 226.3a [Escherichia coli S88 ophag
YP 0023671001 GI:218688897 Recombination protein bet from phage origin 261aa [YP 0023071081 GI218683896 cxonuclease ffom phage origin 226 2a [Escherichia coli EDTa opi
YP 0023984741 GI:218690262  Rocombination protein bet from phage origin 261aa |YP 0023984751 GI:218690263  exonuclease fom phage origin 2263a [Escherichia coli EDTa ophag
YP 0024018641 G:218694187 Recombination protein bet from phage origin 261aa [YP 0024018631 GI21864196 exonuclease ffom phage origin 226 2a |Escherichia coli 55089 opi
YP 0024079601 GI:218700331  Recombination protein bet from phage origin 261aa |YP 0024079611 GI:218700332 ~ exonuciease from phage origin 226.3a [Escherichia coli A139 ophag
YP 0024113461 G:218703827  recombination protein bet from phage origin 2612 [YPC GI218703826  exonuclease ffom phage origin 226 2a |Escherichia coli UMN026 opi
YP 0024121571 GI:218704618  recombination protein bet from phage origin 261aa |YP 0024121361 GI:218704617 exonuciease from phage origin 226.3a [Escherichia coli UMNO26 ophag
YP 0024751791 1219870804  phage recombinase, recombinational DNA repair protein, RecE pathway  312aa |YP_002475180.1 GI:219670805  hypotheical protein HAPS 0579 22200 [Haemophilus parasuis SHO165 opi
YPZ002475717.1  GI:219871342 - phage recombination protein Bet 200 aa |VPLOOMTSTIG! | GI210871341 - putatlebacerphage xcnuclease 2043 [Haemophilus parasuis SHO165 ophag
YP 0024079061 G1:220022604  hypothetical protein Mnod_2640 3340a |YP 0024070051 GI220922603 phage-like prot 316 2 nodulans ORS 2060 izobi Prophage like
painetcal prtin Mnod_3586 303aa [YP 0024987971 GI:220923495 hypothetical DvulemMnod 3585 316aa Memy\obadenumnodu\ansckszoﬁﬂ hizobiales. Prophage-like
hypothetical p 34502 |YP 0025013001  GI:220026 316 2 s ORS 2060 izobi Prophage like
pohlcl rfen Nna-6373 5410 [Ve-025020211 Q220620715 phageike rtan 3152 2060 izobiales. Prophage-like
hypothetical protein BBR47 35670 314aa YP 0027730491 GI226313155 hypothetical protein BBR47_35680 25030 [Bremtacies oress NBRC 100558 pacilales Prophage like
hypothetical protein PFLUZ837 272aa [YP 0026724151 GI229590296  putative phage-ike protein 5423a [Pseudomonas fluorescens SBW25 seudomonadales Prophage-ike
RecT 2942a [YP 0020633321 GI237795780 putative Ygal 349aa [Clostridium botulinum Bad str. 657 clostridales Prophage like
RecT-ike protein 422a |YP 0029226791 GI:238801623 RecBike nuclease 3432a [Burknoigeria phage BoeplL02
X combination protei bet 261aa [YP 0029288881 G230 Jonuclease 26 i BW2952 entercbactericles Prophage like
YP 0029717421 G1240850349  bacteriophage recombination protein 2752 [YP 0029717411 Gi240850348  phage-rlated exonuclease 207aa [Bartonela grahamii aséaup izobiales Prophage fike
Bet B0 [vromo0EErt  GIz517s2260  hpoineicl proion NTUSHA 0480 2032a [Aggregatbacter aphrophius NJB700 Prophage like
phage recombination protein Bet 251aa [YP 000371001 GI253774268  exodecxyrivonuclease (ambda-nduced) 226 2a [Escherichia coli BL21-GOId(DE3)pLysS AG' entercacterles Prophage ke
Bet recombination protei of prophage CP-933K 5150 |YPIOGOTOTEN1 GIZSAToN0  excnuconss encoed by prophage G433 228 aa-[EscherihiscollOF67.17 s TW1458 enterobacteral Prophage like
protein bet 251aa [YP_OUG078B461  GIZ54794008  exonuciease of prophage CP-833V 225a [Escherichia coli O157:HT str. TW14359 entropaceraee Prophage lke
Bet recombination protein 26122 YP 0030791351 (GI:254794298 exonuclea 6 i O157HT str. TW14359 phag
DNA recombination protein Bet 3162a |YP 0032227651 GI:260844967 exonucioase 2292a [Escherichia coll 01032 str. 12009 op!
recombinase 2612a |YP 0032249801 GI260847202  exonuclease 226.2a [Escherchia coli O103:H2 str. 12000 lenterbacteriles. Prophage like
recombinaton protein 2612a |YP 0032276491 GI:260853756  exonucioase 262 02611 sir. 11368 op!
recombinase 2612a [YP 0032301611 GE260856270  exonuck 22520 [Escherchia coli O26:H11 str. 11363 lenterbacteriles. Prophage like
recambinaton and repa prote RecT 2812 [YP 002517621 GI261418080 phage-type endonuclease 311 aa [Geobacillus sp. Y412MCs1 oacilales Prophage-ike
RecT family pro 2672a |YP 0033475801 GI281416231 endonuciease Ya) superfamiy 3 us phage phIFLIA
Rec fomiy proen 296aa |YP 0033474731 GI281416339 endonuciease Ygad superfamiy 313aa [Enterococcus phage phiFL1A
RecT family protein 206a |YP_003347307.1 GI281416506 endonuclease Ygal superfamiy 2312a [Enterococcus phage phiFL
RecT protein 23 aa |YPoOUTTZT.1 Gi2a0sTR0  phage e endonuciease 312aa [Thermoanaerobacter alicus Ab9 {hermoanaerobacterales  [Prophage-like
Bt protein 2612a [YP 0034970141 GI291281096 226 2a [Escherichia coli O55:H7 str. CB9615 Prophage like
Bet protein 261aa [YP 0034982711 GI:291281453 emnmmeenwmnypmpnagecpsaaK 226a [Escherichia coli O55H str. CBO615 lenterobacterales. Prophage-like
bacteriophage recombination protein 2472a [YP_003408: GE29128171 6 2a |Escherichia coll O55H7 str. CBOG15 lenterobacteriales. Prophage like
Recombination protein Bet 26100 [VP-OUGBIOTTS 1 GI2OTEAIBES  cxndeassoncodo by prophage CP-OSK 225 s [Eachecia ol 05517 3. CBoe1s lenterobacterales. Prophage-like
DNA single-strand annealing protein RecT-lke protein 3890a [YP0036098711 GI295681297 phage-ype endonuciease 307aa [Burkholderia sp. CCGE1002 burkholderales Prophage like
recombination protein 261 aa [YP_003626958.1 302393128 exonuclease 2038 [0z convertng pregel
recombination proten B 261 aa [YP 0038483681 GI302861167 exonuct 226 vertin
DNAmmmbmalmnpmtem 279aa [YP 0039191461 GI30B172641 nuclease; skin clement 167 aa EamHusamy\ohquelamensDSM7 bacilales Prophage-like
2082a |YP 0030477011 GI310642043  endonuciease yaa) superfamiy 3152a [Paenibacilus polym bacilales Prophage like
Ract poein 268aa [YP_003968197.1 GI310779865 phage-type endonuclease S50 [ianaio pyromn DM 2926 usobacterales Prophage-fike
RecT protein W s [1PTO0MIO0GTS 1 GISITI0ETO phage oo endonuciesss 318aa [Thermaerobacter marianensis DSM 12885 lostridial Prophage like
RecT protein 281aa |YP 0041334621 GI319767961 phage-type endonuclea: 311aa [Geobacilus sp. Y412ViCS2 oacilates Prophage-like
recombinational DNA repair protein, RecE pathway 51650 [V 0041301911 Gio15775703  hypothedcal proten HIGON. 10450 216aa [Haemophils influenzae F3047 pasteurelal Prophage like
recombinational DNA repair protein 306aa [YP_004136676.1 GI319776188 hypothetical protein HICON 15410 231aa [Haemophilus nfluenzae F3047 pasteurellales Prophage-like
recombinational DNA repair protein,fece pathway 316aa [YP 0041349511 GI319896757 hypothetical protein HIBPFO4260 2162a [Haemophilus influenzae F3031 pasteurelial Prophage like
putative DNA recombination protein 284aa |YP 0042044161 GI:321312129 putative nuclease 318aa. [Bacilus subtiis BSn5 pacilales Prophage-like
gifsy-1 prophage protein 3220a |YP 0043562201 GI330810767 phage exonuciease 22 NEwa21 Prophage like
RecT protein 303aa [YP_O044137711  GI330839191 phage-type endonuclease 311aa Se\enomonasspuhgenaATC<235185 selenomonadales Prophage-Tike
RecT protein 353aa [YP 0044880271 GI:333914295 Yoal recombinase family protein 2692a [Delftia sp. burkholderiales Prophage like
hypothetical protein 281aa |YP_004504672.1 GI:336250962 ~exonuclease 22650 [Eriorenite asogones KCTC 2150 enerobactarles Prophage-like
RecT famil 61 004633380.1  GI337741661  endonuclease $113a [olgotopha carbordomrans OMS hizobi Prophage like
unnamed protein product 260aa [YP_0050872011 Gi372449980 unnamed proein product 311aa [Rhodococcus phage
hypothetical protein 2812a |YP_004980710.1 GE375007079 phage-ype endonuciease 51128 [Goabacihs areowrans COB_US3 UFS pacilales Prophage like
putative protein yqak. 280aa |YP005129298.1 GI:375361259 putative protein yaaJ 31622 Bacilus amyilufacienssubsp plananum CAU 8945 pacilales Prophage-like
hypothetical protein 261aa |YP 0052175741 GI378960088 exonuclease 17428 nella enterica subsp. enterica serovar Typhi str. P-stx-12 lenterobacteriales. hage like
hypolhetical protein BH3543 2aa |NPpMTLt GLISHTBI0s  ypalhelca roten BHSH 320a Eac\\\usha\oduvanscﬂs bacilales
bacteriophage recombination protein 261aa [NP 4554951  GL16750878 2623 nella enterica subsp. enterica serovar Typhi str. CT13 lenterobacteriales.
putative recombinase 7715 [NPdeoioo i Giie7o8tes  hypoineteal protin in00s4 Sioam [Cmtorm ocos G 11265 bacilales
hypothetical protein n2413 2712a |NP 4717441  GL16801476  hypothetical protein ln2414 319aa Listeria innocua Clip11262 bacilales
phage-related DNA recombination protein 3282 [NPB79360.1  GI33591716  phage-related exonuciease 215aa [Bordetela pertussis Tohama burknolderiales
hypothetical protein plu2935 3060a [NP 301701  GI37526826  hypothetical protein plu2e3s 22723 [Photorhabdus luminescens subsp. laumondi TTO1 lenterobacteriales.
recombination and repair protein RecT FoEEE ey e 312aa  [Bacilus licheniformis DSM 13 = ATCC 14580 bacilales
recombination and repar protein RecT 2050a |YP 1202561  GI54026016  hypothels i 3292a N reinica IFM 10152 Jactinomycetales
hypothetical protein Sano [V 2eiae0 1 Gitiosssto  hyponetial proen 338 aa_ [Psychrobacterarcticus 273-4 pseudomonadales
YP 0012023231 GI:148827570  hypothetical protein CGSHIGG_04985 3062a |YP 0012023241 GI148827571 hypothetical protein CGSHGG_04980 2162a [Haemophius influenzae PHGG pasteureliales
YP_001306704.1  GI:150021350  recombination and repair protein RecT 300aa [YP0013067051 Gi150021351 Phage-like protein endonuciease-lke protein  306.aa  [Thermosipho melanesienss BH29 {ermotogales
YP 0016003771 GI-163868169  bacteriophage recombination protein 2712a |YP001608376.1 GI163863168 exo gene product 207 aa [Bartonella tibocorum CIP 105476 hizobiales
YP 0016103201 G1:163869086  bacteriophage recombination protein 273aa |YP_001610321.1 GI-163869087 ex0 gene product 20722 [gaonels boconum CF 10476 hizobiales
YP_0017256301  GI:170020876  phage recombination protein Bet 261aa [YP0017258311 GI170020877  exodeonyribonuciease 226 2a [Escherichia coli ATCC lenterobacteriales.
YP 0025603501 ~ GI:222151196  recombination and repair protein RecT 276aa [YP 0025603491 GI222151195 hypothetical protein MCCL_0946 57520 [crocscess cosoohius JOSCS102 bacilales
YP 0027054961  GI:226940422  Recombination protein bet %2aa [YP 0027954951 GI226940421 Exonuclease 2032a |Laribacter hongkongensis HLHK9 neisserales
YP 0028354931 GI:227833786  phage recombinase 2723 [YP_002835494.1 GI227833787 hypothetical protein cauri 1963 332aa [Corynebacterium aurimucosum ATCC 700975 lactinomycetales
YP 0031137071 GI:256302233 RecT protein 3130a |YP 0031137981 GI256302234 endonuclease-like protein 3122a |Gatenulispora acidiphila DSM 44928 Jactinomycetales
YPLons32s167.1  GL260855306 . phegs rcombinaton prol Bet 327aa [YP_0033251881 269955399 hypothetica protein Xcel 0591 3102 xanimonas callosyta DSW 15664 Jactinomycetales
YP 0036118051 GI:296101659  hypothetical protein ECL. 2812a |YP 0036118041 GI296101656 exonuclease 226 2a [Enterobacter cloacae subsp. cloacae ATCC 13047 lenterobacteriales
VFooumisoio1 G13407820%9  rypothlial bton 1291 204aa [YP 007486411 GI340762034 heme peroidase 505aa |Acithiobacillus caldus SM-1 laciaithiobacilales
YP 0047502541 GI:340783781  hypothetical protein CVAR 0828 310aa |YP 0047562531 GI340793790 hypothetical protein CVAR 0827 309aa |Corynebacterium variabile DSM 44702 Jactinomycetales
YP 004896617.1  G1:352684632 - recombination and repairprotein recT 2622 [YP_O04896518.1 Gi352684633  hypothetical protein 329aa |Acdaminococcus inestini RyC-MR95 selenomonadales
YP 0051625861 GI:376200339  hypothetical protein 309aa |YP 0051625881 GI376200341 hypothetical protein 3412a [Corynebacterium diphtheriae C7 (beta) Jactinomycetales
[YPoost79769.1 _Gla7seorat DNA repair protein, RecE pathway 3062a |YP 0051797701 GI:378697812 _hypothetical protein 216 2a |vaamophivs infuenzae 10610
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Figure S1. Comparison of mRNA levels of bet and
exo in a WT context and of lacZ in the bet’-’lacZ
and exo’-’lacZ fusions, in control (CTL) and MMC-
induced conditions (MMC). Results are expressed
as the relative transcription of each gene
compared to rpoZ (2 -ACt).,
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(1) GGGAGTACTTTCCCGTCAGGGGCAGACTCCCACTTTGATTGTCGGAGTCCACAATG
(1) GGGAGTACTTTCCCGTCAGGGTCAGACTCCCACTTTGATTGTCGGAGTCCACAATG
(1) GGGAGTACTTTCCCGTCAGGGGCAGACTCCCACTTTGATTGTCGGAGTCCARAATG
(1) GGGAGTACTTTCCCGTCAGGGGCAGACTCCCACTTTGATTGTCGGAGTCCARAATG
(1) GGGAGTACTTTCCCGTCAGGGGBCAGACTCCCACTTTGATTGTCGGAGTCCACAATG
(1) GGGAGTACTTTCCCGTCAGGGGBCAGACTCCCACTTTGATTGTCGGAGTCCAAAATG
(1) GGGAGTACTTTCCCGTCAGGGGCAGACTCCCACTTTGATTGTCGGAGTCCAAAATG
(1) GGGAGTACTTTCCCGTCAGGGTCAGACTCCCACTTTGATTGTCGGAGTCCACAATG
(1) GGGAGTACTTTCCCGTCAGGGGBGCAGACTCCCACTTTGATTGTCGGAGTCCACAATG
(1) GGGAGTACTTTCCCGTCAGGGGCAGACTCCCACTTTGATTGTCGGAGTCCARAATG
(1) GGGAGTACTTTCCCGTCAGGGGCAGACTCCCACTTTGATTGTCGGAGTCCACAATG
(1) GGGAGTACTTTCCCGTCAGGGGEGCAGACTCCCACTTTGATTGTCGGAGTCCATAATG
(1) GGGAGTACTTTCCCGTCAGGGGCAGACTCCCACTTTGATTGTCGGAGTCCATAATG
(1) GGGAGTACTTTCCCGTCAGGGGCAGACTCCCACTTTGATTGTCGGAGTCCA AATG
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(1) 1 10 20 30 40 51

(1) AGGGGAGTITCTCTCCTTCGGGGG-AGTCTCCCC-TCAAAGGAGACAATATG
(1) AGGGGAGTTCTCTCCTTCGGGGG-AGTCTCCCICCTCAAAGGAGACAATATG
(1) AGGGGAGTACTCTCCTTCGGGGG-AGTCTCCCC-TCAAAGGAGGEGCAATATG
(1) AGGGGAGTTCTCTCCTTCGGGGG-AGTCTCCCC-TCAAAGGAGGCARATATG
(1) AGGGGAGTTCTCTCCTTCGGGGG-AGTCTCCCIC-TCARAGGAGGCAATATG
(1) AGGGGAGTTCTCTCCTTCGGGGG-AGTCTCCCIC-TCAAAGGAGGCAATATG
(1) AGGGGAGTTCTCTCCTTCGGGGG-AGTCTCCCIC-TCAAAGGAGGCAATATG
(1) AGGGGAGTITCTCTCCTTCGGGGG-AGTCTCCCC-TCAAAGGAGGCAATATG
(1) AGGGGAGTTCTCTCCTTCGGGGG-AGTCTCCCIC-TCAAAGGAGACAATATG
(1) AGGGGAGTTCTCTCCTTCGGGGG-AGTCTCCCIC-TCAAAGGAGGCAATATG
(1) AGGGGAGTTCTCTCCTTCGGGGGGAGTCTCCCEC-TCAAAGGAGGCAATATG
(1) AGGGGAGTTCTCTCCTTCGGGGG-AGTCTCCCT-TCAAAGGAGGCAATATG
(1) AGGGGAGTTCTCTCCTTCGGGGG-AGTCTCCCT-TCARAGGAGGCAATATG
(1) AGGGGAGTTCTCTCCTTCGGGGG AGTCTCCCC TCAAAGGAGGCAATATG

Figure S2. Alignment of the predicted translational attenuators found upstream bet
(TAbet) and upstream exo (TAexo) in sequenced SXT/R391 ICEs.
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Figure S3. Translational attenuators predicted by RibEx upstream bet and exo in IncA/C
plasmid pIP1202.
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Figure S4. Alignment of the intergenic regions located between bet and orfZ (lg bet-
orfZ) and between orfZ and exo (lg orfZ-exo) in SXT.



