RA3 MAQ - AQSLEGO- NEAETYHDTSARGFFSLLVOWP - - TGKROSSF PLEQMPTVENAVDERLDOTWLSOAEFMRENRRVVNE 1 RIGELFADLDTYKMBWAQGRKPEE 101
Rms149  MGQ-AQLRLFSPADEAGCYHDTARQGFFSLLMATGEGSGKKQDSYRLSQMPVVLSMLDHSRDTWLSQAEFIKPNRRVVNLARIGLLFADLDTYREPWAQGRSPEQ 104
Plasmid2 MAADQQESEFDRDEEARAYHDPEQAGFFSIEVNAK - -GDRROSSHRE 1 DMPTVEGLIDKNRDTHMTOAEF TRENRRVVNLARY GEEFADEDTYRKEHASCRTPEQ 103
PAMTVIM-7 MAGOAQEALFEPADEACTYHDTARTCFFSLLVAVE - -KDKRQDSYRITDOMET 1 LCHVDOTRDTWE TQAEFMRENRRVVNLARVCLLFADEDTYROPWATCRTPEQ 103
PRSB105  MGQ-AQLRLFSPADEAGCYHDTARQGFFSLLMATGEGSGKKQDSYRLSQMPVVLSMLDHSRDTWLSQAEF IKPNRRVVNLARIGLLFADLDTYREPWAQGRSPEQ 104
PRIO-5  MGQ-AQLRLFSPADEAGCYHDTARQGFFSLLMATGEGSGKKQDSYRLSQMPVVLSMLDHSRDTWLSQAEF IKPNRRVVNLARIGLLFADLDTYREPWAQGRSPEQ 104
PAD5S9  MAAVEQESEFDRAEEARAYHDPARAGFESILVDVN--GDKROSSHRIIEMPTVLEL1DKSRDTWE TQAEFIRPNRRVVNLARLGLEFADEDTYRTPWAKCRTPEQ 103
PKBB4037 HEAVAQESERDRAEEARAVHD PcRSEFESTEVDVH - - GDRROSS HREVEMBTVEE L. 10K T RDTWE TOAEFTRENRRVVNEARTCEMFADEDTYROPWATERTPEQ 103

RA3 EARATTYFCOSEGTEOPSINY Y SGREIQAKNLLE R P PROALPRANACY T TN K A= LGADE CAKDASRVERLVNIVNSKSGAVCRVVAY LEE -GGLBIRYNFE 205
Rns149  LAAAVMFRCYDEGVPPPSILVFSGRGVQAKWLLDGTLPRQALPRWNACQRYLIDRLAGLGADPAAKDASRVLRLVNTVNSKSGEVCRY IHVEQGEDGERIRYNEE 209
Plasmid? LVDSVLYHCTQEGIPPPSILVFSGRGIQAKWLLEGTLPROALPRANACQRYLIDRLAYLGADROAKDASRVLRVOTVNEKSGE ICRVVAVONELNGOBVRYNFE 208
PAMTVIM-7 LAATVLYHCAQEGIPTPSLLVYSGRGIQAKWLLDGTLPRQALPRHNACQRYLVDRLAGLGADROAKDASRVLRLY STVNTKSGDVCRVVAVEHGODGOPVRYGEE 208
PRSELOS  LAAAVMFRCYDEGVPPPSILVFSGRGVQAKWLLDGTLPRQALPRWNACQRYLIDRLAGLGADPARKDASRVLRLYNTVNSKSGEVCRY IHVEQGEDGERIRYNEE 209
PRIO-5  LAAAVMFRCYDEGVPPPSILVFSGRGVQAKWLLDGTLPRQALPRWNACQRYLIDRLAGLGADPAAKDASRVLRLVNTVNSKSGEVCRYIHVEQGEDGERIRYNEE 209
PADSSS  LAASVLYHCAQEGIPTPSMLIFSGRGIQAKWLLDGTIPRQALPRWNACQKYLIDRLREVGADVAAKDASRVLRLVETVNSKSGEICRVVAVENGEDGQRVRYSEE 208
PKER4037 LAASVENHCAQRGIETPSLEFSCROIQAKWLLDR PV PROALPRHNACOK YL IDRENA 1 GADVARKDASRVLRLVD TVNTKSGE T CRUVAVETGADGOBVRYGEE 208

RA3 YEAEMELBVARWDIE - - Q- KAERO- QARG TVVN GGV GNLRTFSCROUARDRLED LRKECOLRGG NEGERN R ALEWRINFLLLSCATNS AQNYREARAL SSBE 306
Rns149  YLARALLPVARWDIEADRKARAD---RRQFKLLPGGOTGNLRTLNGRQLANDRLEDLRTLAALRGGVAEGERMOHLFWRLNFLLLSGATHTGQMYHEAAALAREL 311
Plasmid? YMAETLLBVARWTIEQORQEREKRAIRRQUKLLPGDKIDNLRCFSCROLAHRLEDLR LA RGGY OEGERMORLFWRINFLLLSGATNS R LY YEAKAL TKEL 313
PAMTVIM-7 YLAEMLLPVARWDIEQQRRDRAE- - -RROLKLLPGGKADNLRGFSGRQLANDRLEDLRKLGE LRGGYREGERMOHLFWRLNF LLLSGATHSGQMYHEARALAGEL, 310
PRSELOS  YLABALLPVARWDIEADRKARAD- - -RRQFKLLPGGOTGNLRTLNGRQLANDRLEDLRTLAALRGGVAEGERMOHLFWRLNF LLLSGATHTGQMYHEAAALAREL 311
PRIO-5  YLARALLPVARWDIEADRKARAD- - -RRQFKLLPGGOTGNLRTLNGRQLANDRLEDLRTLAALRGGVAEGERMOHLFWRLNFLLLSGATHTGQMYHEAAALAREL 311
pAbSSY  YEABMLLPVARWTTEQQRQFRAE - - - RRQUKLLSGAKIDNLRGESGROLAN:RLEDLRKLATLRGGY SECERVOHLFWRLNFLLLSGATHS SQMY YEAKALAGEL, 310
PKER4037  YLABMLLPVARWEIEQQREARAER - -RQQLKLLPGTKTDNLRGFSGRQLANHRLEDLRKLATLRGGY QEGERMOHLFWRLNF LLLSGATHS GQMYHEAKALAREL 311

RA3 7 YRS KE LMY SKAK S YEAGE R VEFGGH s PAPLYPRNDELINGSOE S 000F Of B8 T RO KRR RBRDR LR D= RRRAAGO - - -- LEREAYEANSLS 407
Rns149  DERWNYRSABLMELYAKAKA-EAGEKVENGGKOFAPLYTPRNDTLE S L+ SDDEQRKIRTLISKOWATERRDRDRK RDEARRRANGH - - -VDBATYEANSAS 412
Plasmid2 DENHQENSKEEMFLYSKAKAVBAGEKYSFGGRE Y APLYTE-NDILINUFOTTDDEGAQURE ISROVARERDRAR - - - - EAVRRAAGA - --- WDRBT¥ESQSLS 410
PAMTVIM-7 DEAfiSYRSKELMILYARARAYEAGERY TSGR EFAPLYTPRNDTLE S LEOUTDDEQRKIRTLIS SOUAKBRDRER - - - -7ARRRANGH - - -VDRE YYEDRRER 407
PRSEL05  DERNYRSABLMELNAKAKAEACERVENGEK OFAPLYTPRNDTLY S L FIDDEQRKURTLISROWAAER - SER - - - -XARRRAAGH- - -- VDRASYEBARSH 408
PRIO-5  DERWNYRSABLMELNAKAKA-EAGEKVENGGKOFAPLYTPKNDTLYS L+ FIDDEQRKLRTLISROWAAER:SER - - - -EXARRRAAGH- - -- VDRASYEBANSH 408
PAbSSS  ABTHAYEDKELMITNSKAKAYE<GEK1SEASREFAPLYTPRNDTLINLFOUIDDEQ  OLRE T ISK GHAKCRORAR - - -XEAARRANGH- - - -VDREEYLBAENA 407
PKEB4037  ABDRQONSKELMITNSKARAYEAGEK 1 HGGKS Y APLYTE NDLINLFOUTD OB - URE T ISRDWAA BRR§SA - - - TESATRPVECPLVRNICKIRUBRENT 412

HTH
RA3 RlKPWEIMGMSRAKWYRLGiPSPQQNIE.PSPIIN.ASAPPLQAARCKAV ————————————————————————————————————————————————————— 459
Rms149 ROKPWESHGMSRASWYRAGKPMPA - - CEBGSS PIASKVERKA - -~ —— === = = =~ — = — — = = = o oo o 453
Plasmid2 REKPWEREGMSRABWYRAGRPMPA-NEEMSPSVLOKBNGRE LV - - - = —— === === - m oo o o o oo - 452
PAMTVIM-7 RREQHOAEKAFGHSVRATAQORMGISKSLAAMYAKEAAECP----——-----—- KSVR----EEADQAMPVASIAGSDEGGREGVQSPSVLIMAEPTGRGAV---- 491
PRSBL05  KOROA ATKAQGHSVRATAAQUETSKTAACRYTAREEECE - ~~~~~~---~- L as8
PRIO-5  KOROALATKAQGHSVRATAAQUETSKTAACRYTAREEECD - ~~—~~—--~~— L o as8
PAb5S9 KORQR oRTRAQGES T RATAOPMEVE vGSVEGELKAAPGVQSPSVLOADLAGCSKEVR - - - - EENBEAHARPVGPAFE - - —————————————————————————— 480
pKBB4037 KORQHOAEREQEHSVRATAADMEVSVGSVEGELKAGASVQSGSPITGAVMEKSG-VQSPSPEENBEAYARPVGPAFE -~~~ -~ -~ ———=———————————————— 488

Figure S1. Comparison of RepB homologs. Residues identical and similar in at least four proteins are shadowed in dark grey or
light grey, respectively. The red arrow marks the putative Helix-Turn-Helix motif in RepB of RA3. RA3 (ABD64829); Rms149 of
Pseudomonas aeruginosa (WP_011270176); Plasmid 2 of Nitrosomonas eutropha (WP_011630685); pAMTVIM-7 of P. aeruginosa
(WP_011997473); pRSB105 (ABI20460); pRIO-5 of Serratia marcescens (WP_015060213); pAb5S9 of Aeromonas bestarium
(WP_011931113); pKBB4037 of Bordetella bronchiseptica (CAI47016).



