Table S1. Plasmids of SHI9PTT10

Plasmid Size (bp) Resistance genes Closest match of rep: plasmid rep group
(identity)
pYUSHP10-1 174,032 aac(3)-1ld, aadAl, aadA2, aph(3’)-la, first rep: pAB17H194-1 (99.9%) new
blacars-2, blaoxa-ss, cmlAl, dfrAl6, floR,
mph(E), msr(E), strd, strB, sul2, sul3, te(X)  second rep: pXBB1-9 (100.0%) new
pYUSHP10-2 17,299 none pALWEDI1.3 (99.6%) new
pYUSHP10-3 8,312 tet(39) p537 (95.9%) GRS
pYUSHP10-4 8,168 none / new
pYUSHP10-5 5,738 none rep undetermined /




Table S2 Number of pdif sites identified in Acinetobacter plasmids

Plasmid? Size (bp) pdif sites Source Accession number
pS30-1 18,234 8 A. baumannii KY617771
pXBBI1-9 398,857 12 A. johnsonii CP010351
pABIR 29,823 13 A. baumannii EU294228
p255n_1 92,939 9 A. baumannii KT852971
pC54 001 256,887 9 A. pittii CP042365
pAP43-OXA58-NDM1 268,263 10 A. pittii CP043053
p19110F47-2 143,035 11 A. towneri CP046044
p34AB 277,864 6 A. baumannii MK134375
pAlO1 116,992 4 A. indicus CP044019
pYUSHP10-1 174,032 17 Acinetobacter sp. MT107270

a. Plasmid with name in bold typeface is obtained in this study.



Table S3 The pdif sites found in pYUSHP10-1

pdif sites? Site sequence (5°-3°)° Position in pYUSHP10-1
XerC-XerD (bp)
pdif-1*  ACTTCGTATAATAGTGATTATGTTAAAT 4,962-4,989
pdif-2*  ATTGCGTATAACCACCATTATGTTAAAT 9,940-9,967
pdif-3 AATTCGTATAACCACCATTATGTTAAAT 11,600-11,627
pdif-4*  ATTTTGTATAAGGTGTATTATGTTAATT 28,179-28,206
pdif-5 GTTTCGTATAACAGCCATTATGTTAAAT 30,464-30,491
pdif-6%  ATTACGTATAACGTGTATITATGTTAATT 40,394-40,421
pdif-7 ATTACGTATAAGGTGTATTATGTTAATT 45,473-45,500
pdif-8*  ATTTCGTATAACGCCCATTATGTTAAAT 46,710-46,737
pdif-9 ACTTCGCATAACGCCCATTATGTTAATT 49,053-49,080
pdif~-10*  ATTTCGTATAACCGCCATTATGTTAAGT 49,695-49,722
pdif-11 ATTTCGTATAAGGTGTATTATGTTAATT 50,419-50,446
pdif-12*  GTTTCGCATAACAGCCATTATGTTAAAT 54,060-54,087
pdif-13 ATTTCGTATAAGGTGTATTATGTTAATT 56,277-56,304
pdif-14*  ACTTCACATAAGAAATTTTATGTTAAAT 59,255-59,282
pdif-15  ATTTCGCATAAGAGATTTTATGTTAAAT 98,080- 98,107
pdif-16  GTTTCGTATAAGCTCTATTATGTTAAAT 98,970-98,997
pdif-17*  ATTTCGTATAAGGTGTATTATGTTAATT 102,476-102,503

a. The pdif site (XerD-XerC) is listed as reverse complementary sequence and was indicated with asterisk.
b. The XerC binding site is shown in blue color, and the XerD binding site is shown in red color. The

consensus sequence is underlined.



38

Acinetobacter refrigeratoris WB1 (KF709454)
Acinetobacter towneri CCM T201(HQ180191)

L Acinetobacter indicus A648 (HM047743)

47

Acinetobacter radioresistens DSM6976 (X81666)
Acinetobacter brisouii S5YN5-8 (D(Q832256)

99 Acinetobacter calcoaceticus NCCB 22016 (AJ888983)
Acinetobacter piftii strain LMG 1035 (HQ180184)

a9 Acinetobacter apis HYN18 (JX402203)
i‘——E Acinetobacter nectaris SAP 763.2 (JQ771132)
| Acinetobacter boissieri SAP 284.1 (JQ771141)

Acinetobacter nosocomialis RUH 2376 (HQ180192)
Acinetobacter seifertii LUH 1472 (FJ860878)
—— Acinetobacter rudis G30 (EF204258)

10

44

74

Acinetobacter soli B1 (EU290155)

Acinetobacter venetianus ATCC 31012 (AJ295007)
— Acinetobacter gerneri CCM 7197 (HQ180188)

Acinetobacter baumannii DSM30007 (X81660)

Acinetobacter junii DSM6964 (X81664)

53 Acinetobacter cumulans WCHAc060092 (MH179328)
_|: Acinetobacter gandensis UG 60467 (KM206131)
Acinetobacter chinensis WCHAc010005 (NR_165666)
Acinetobacter sp. SHI9PTT10 (this study)
Acinetobacter haemolyticus ATCC 17906 (NR_117622)
Acinetobacter bereziniae ATCC 17924 (7.93443)

{Acinembacter puyangensis BQ4-1 (JN664255)

s
7|
23 ‘: Acinetobacter tandoii CCM 7199 (HQ180189)

42 Acinetobacter parvus LUH4616 (AJ293691)
|: Acinetobacter tjernbergiae CCM 7200 (HQ180190)

15

4 Acinetobacter colistiniresistens NIPH 1859 (NR_157606)
_|: Acinetobacter gyllenbergii RUH 422T (AJ293694)

32

L Acinetobacter johnsonii ATCC 17909T (Z293440)

9 Acinetobacter beijerinckii LUH 4759T (AJ626712)
—E Acinetobacter kookii 11-0202 (JX137279)
L Acinetobacter bouvetii strain DSM 14964 (NR_117628)
Acinetobacter bohemicus ANC 3994 (KF679797)

Acinetobacter harbinensis HITLi 7 (KC843488)
Acinetobacter Iwoffii DSM2403 (X81665)

3’;\_‘

Acinetobacter ursingii LUH3792Type (AJ275038)

Acinetobacter gingfengensis 2BJ1 (JX982123)

Acinetobacter baylyi B2 (AM410709)

Psychrobacter immobilis ATCC 43116 (U39399)

Figure S1 Neighbour-joining phylogenetic reconstruction from 16S rRNA gene sequences of

SH19PTT10 and other representatives across the genus Acinetobacter. The percentage of replicate

trees in which the associated taxa clustered together in the bootstrap test (1000 replicates) is shown

next to the branches. Psychrobacter immobilis ATCC 43116 (GenBank accession no. U39399) was

used as an outgroup.
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Figure S2 Comparison of sequences containing brnT/brnA dif module. Arrows indicate the extent

and direction of genes. The hypothetical protein is shown in black color. The toxin-antitoxin system

is shown in orange color. IS element is shown as box labeled with its name. Direct repeats are

indicated by arrows and sequences. Vertical bars in black color indicate pdif sites (XerD-XerC) and

vertical bars in grey color indicate pdif sites (XerD-XerC).



