P. aminophilus pAMI4 wt P. aminophilus pAMI4Tc

P. aminophilus pAMI4A3parS

FIGURE S1. Expression and localization of GFP-RepBpAMI4 in the various P. aminophilus
strains. Microscopy images of P. aminophilus cells (bright field image) expressing GFP-
RepBpAMI4 (fluorescent image). All strains were cultured to mid-exponential phase in LB with
gentamycin and taurine. Scale bar in all images is 2 microns.
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FIGURE S2. Distribution of the putative parS sequences within 50 repABC replicons of
Rhodobacterales (replicons selected from database 2, Table S2; complete and partial plasmid
sequences). In the left-hand panel, a maximum likehood tree of RepB protein sequences is
presented. In the right-hand panel, the identified parS sequences are marked in red on diagrams of
repABC modules that show the repA, repB and repC genes (rectangles) and intergenic regions
upstream of repA, between repA and repB, between repB and repC and downstream of repC (bold
lines). The intergenic/intragenic localization of putative parS sequences located outside the
repABC modules (behind the numbers giving the distance from the repABC module in kb) is not
indicated.



100] WP 103765725.1 Parasaccharibacter apium
58 |QGT74463.1 Bombella sp. ESL0368
4 ————————— PTV94064.1 Rhodobacter aestuarii
&3 TDT55856.1 Thioclava sp. ES.032
PUB10534.1 Yoonia sediminilitoris

ﬁ WP 066819426.1 Defluviimonas alba
WP 140455789.1 Amaricoccus sp. HB172011

4{:WP 119886650.1 Paracoccus aestuarii

100 WP 154763835.1 Paracoccus sp. YIM 132242
WP 157973617.1 Tropicimonas sp. IMCC34043
WP 161805416.1 Aliiroseovarius crassostreae
WP 158218062.1 Marinibacterium profundimaris
RIA55800.1 Dichotomicrobium thermohalophilum

100 WP 136646436.1 Tabrizicola sp. YIM 78059
100 HEL42416.1 Rhodobacteraceae bacterium

87 RMH51629.1 Alphaproteobacteria bacterium
98 WP 148923669.1 Oceanicella actignis
98 MXY69308.1 Acidobacteriia bacterium

WP 157933049.1 Roseovarius salinarum
100 WP 142835911.1 Paenimaribius caenipelagi

97 [ WP 149777313.1 Ruegeria intermedia
100 WP 104009053.1 Jhaorihella thermophila

52

53

FIGURE S3. Maximum likehood tree of Cas3 proteins. The Cas3 proteins encoded directly
downstream repC in the dataset 2 (Table S2) of the repABC replicon contigs are highlighted in
red. Some additional related Cas3 protein sequences were used for the phylogenetic analysis (all
non-highlighted), but none of them was encoded in the direct vicinity of repABC modules.



Leisingera aquaemixtae R2C4 plasmid unnamed1 175590 bp

Leisingera sp. NJS204 plasmid unnamed1 151185 bp
Leisingera methylohalidivorans DSM 14336 plasmid unnamed 220701 bp
Salipiger pacificus YSBPO1 plasmid unnamed2 205291 bp
Salipiger sp. CCB-MM3 plasmid unnamed3 280527 bp
Sulfitobacter sp. D7 p1SUD7 193276 bp

Sulfitobacter guttiformis DSM 11458 pSG53 53184 bp
Phaeobacter gallaeciensis DSM 26640 pGal C110 109815 bp
100 | Phaeobacter sp. LSS9 plasmid unnamed4 40878 bp

78" Phaeobacter inhibens P80 pP80 ¢ 115493 bp

Celeribacter indicus P73 pP73A 155183 bp

Paracoccus aminophilus JCM 7686 pAMI8 202421 bp
Cereibacter sphaeroides 2.4.1 pDE 152944 bp

Paracoccus aminophilus JCM7686 pAMI4 438126 bp
Paracoccus sp. BM15 pBM151 92522 bp

Paracoccus zhejiangensis J6 pPZ04 20283 bp

100

100

89

Paracoccus contaminans RKI 16-01929T plasmid unnamed 93982 bp
Paracoccus yeei TT13 pTT13-5 114679 bp

Frigidibacter mobilis cai42 pcai42C 139976 bp

Pacificitalea manganoxidans DY25 pDY25-A 174678 bp

Rhodovulum sulfidophilum DSM 1374 plasmid unnamed1 113163 bp
Marivivens sp. JLT3646 plasmid unnamed 169066 bp

41 Monaibacterium sp. ALG8 plasmid unnamed5 33885 bp
Ketogulonicigenium vulgare Y25 pYP1 268675 bp

Fuscovulum blasticum 28/5 pRsa 157147 bp

Rhodobacter sp. CZR27 plasmid unnamed3 48382 bp

Cereibacter sphaeroides 2.4.1 plasmid pB 114178 bp

100 * Cereibacter sphaeroides AB27 pB 144732 bp

Bosea vaviloviae Vaf18 plasmid unnamed1 339755 bp

Aminobacter aminovorans KCTC 2477 pAA03 142965 bp

Allorhizobium vitis S4 pAtS4c 211620 bp

Sinorhizobium sp. RAC02 pBSY16 2 258555 bp

Rhizobium leguminosarum bv. viciae 3841 pRL8 147463 bp

100 — Agrobacterium tumefaciens CFBP6625 pAtCFBP6625a 385084 bp

— Allorhizobium vitis S4 pAtS4a 78730 bp
—”@ans sp. BNC1 plasmid 1 343931 bp
70 Ensifer adhaerens Corn53 plasmid AB 1583018 bp

Agrobacterium fabrum C58 linear chromosome 2075577 bp
Brucella anthropi ATCC 49188 pOANT3 93589 bp
100 Sinorhizobium meliloti 1021 pSymB 1683333 bp
100 Sinorhizobium americanum CCGM7 plasmid C 2249899 bp
93[ Rhizobium leguminosarum bv. trifolii WSM1325 pR132502 660973 bp
93 I* Rhizobium leguminosarum byv. trifolii 9B pRL9b5 464641 bp
Rhizobium leguminosarum bv. viciae 3841 pRL11 684202 bp
Rhizobium phaseoli N161 pRphaN161c 407297 bp
46 Allorhizobium vitis S4 pAtS4b 130435 bp
Nitratireductor sp. OM-1 pOM-1 857937 bp
Neorhizobium sp. NCHU2750 pNCHU2750a 764863 bp
100 [Allorhizobium vitis S4 chromosome 2 1283187 bp
Allorhizobium vitis F2/5 chromosome 2 1185416 bp
Rhizobium sp. ACO-34A pRACO34Ac 494144 bp
97 Kinneretia sp. XES5 plasmid unnamed2 733869 bp
Agrobacterium fabrum C58 pTiC58 214233 bp
Brucella anthropi ATCC 49188 pOANT1 170351 bp

100 |_|: Sinorhizobium meliloti 1021 pSymA 1354226 bp
88

Rhizobium rhizogenes K84 chromosome 2 2650913 bp

100

©

100

72

100

98

23

0.10

FIGURE S4. Maximum likehood tree of RepA-RepB concatenated protein sequences.



