Table S1. Comparison of ORFs encoded by the pHN1122-1 with pFRIK2000, pSH146_65, pCHi7122-3, R721 and R64 backbones.

Gene name®  Nucleotide Function encoded Percentage amino acid identity (query coverage)
position pFRIK2000 pSH146_65 pCHi7122-3  R721 R64

hyp 413-54 hypothetical protein - - 95.8(119) - -

repA 508-1524 replication initiation protein 97.04(338) 99.7(338) 97.34(338) 99.7(338) 74.17(333)

hyp 2002-1622 hypothetical protein - 95.83(72) 89.72(107) - -

yaeA (mok) 2798-3085 modulator of post-segregation 97.18(71) 95.77(71) 83.16(95) 95.77(71) -
killing protein

yaeB (hok) 2928-3089 post-segregation killing protein 11(53) 98.1(53) 83.0(53) 98.11(53) 39.13(46)

yaeC (finO) 3262-3834 conjugal transfer fertility  99.47(190) 100(190) 100(190) 100(190) 35.42(192)
inhibition protein

yafA 4136-3852 stability/ partitioning determinant  100(94) 100(94) 100(94) 100(94) -

yafB (parA) 4875-4210 plasmid partition protein 99.55(221) 99.1(221) 99.1(221) 99.1(221) 24.53(212)

yagA 5461-5790 hypothetical protein 98.17(109) 100(109) 98.17(109) 98.17(109) -

dnalJ 6322-6708 Dnal-class molecular chaperone ~ 100(128) 99.22(128) - - -

hyp 6812-7354 hypothetical protein 100(180) 99.36(156) - - -

hyp 11843-12217 hypothetical protein 99.19(124) - - - -

yceB 13390-12947 hypothetical protein 100(147) 97.28(147) 70.75(147) 70.75(147) -

ycfA 13687-13869 hypothetical protein 100(60) 100(60) 100(60) 100(60) -

ycfB 13894-14331 hypothetical protein 100(145) 100(145) 100(145) 100(145) -

hyp 14782-14462 hypothetical protein 100(106) 98.11(106) 96.3(108) 93.18(44) 62.07(58)

hyp 15294-14779 hypothetical protein 100(171) 97.66(171) - - -
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traD (virB3) 50410-50090 conjugal transfer protein 99.06(106) 99.06(106) 99.06(106) 95.28(106) -
traC (virB2) 50771-50481 conjugal transfer prepropilin 100(96) 100(96) 96.88(96) 96.88(96) -
traB (virBl) 51355-50771 conjugal transfer protein 97.93(193) 98.45(194) 97.93(193) 98.45(193) -
ygeA 51774-51376 hypothetical protein 99.24(132) 98.48(132) 99.24(132) 99.24(132) -
pilM 52551-52114 type IV pilus biogenesis protein 97.24(145) 95.17(145) 95.17(145) 95.17(145) 27.03(148)
pilL 53792-52557 type IV pilus biogenesis outer 97.08(411) 97.08(411) 97.57(411) 97.08(411) 29.61(233)
membrane protein precursor
YOgA 54094-53795 hypothetical protein 100(99) 98.99(99) 97.89(95) 93.94(99) -
yggB 54793-54161 hypothetical protein 98.58(211) 98.1(211) 98.58(211) 97.63(211) -
ygiA 54841-55650 possible DNA primas 98.14(269) 91.23(114) - 99.26(269) -
ygiB 55933-55697 hypothetical protein 51.67(60) 100(78) 80.26(76) 39.71(68) -
trbJ (virB5) 56584-55937 conjugal transfer protein 90.16(193) 99.53(215) 87.68(203) 84.04(213) -
trbL (virB6) 57576-56590 plasmid conjugal transfer protein ~ 67.76(335) 98.78(328) 68.06(335) 68.66(335) -
yhaB 58136-57834 hypothetical protein 99(100) 100(100) 100(100) 95.35(86) -
yhbB 59213-58551 hypothetical protein 99.09(220) 52.27(88) 53.41(88) 95.45(220) -
yhcA 59841-59398 hypothetical protein 100(147) 94.56(147) 96.6(147) 91.84(147) -
yhdA 60891-59914 hypothetical protein 100(325) 99.69(325) 99.69(325) 97.85(325) -
yheC 61552-61100 putative protease 98.08(104) 98.08(104) 99.33(150) 99.33(150) -

* Genes and proteins in the pHN1122-1 backbone were annotated by reference to R721 (GenBank accession no. AP002527) and by BLASTp searches, hyp
presents genes encoding putative proteins. Genes used for phylogenetic analysis are shaded.

® Amino acid identify was measured for each ORF of pHN1122-1 versus the respective ORFs of pFRIK2000 (NZ_ACX001000104), pSH146 65
(JN983044), pChi7122-3 (FR851304), R721 (AP002527) and R64 (AP005147).
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Figure S1. Phylogenetic alignment of 5 IncI2 plasmids. (A) The phylogeny was constructed in MEGAS using the Neighbor-joining method from
concatenated sequences of genes shared by all five IncI2 plasmids (Table S1). Bootstrap consensus trees were inferred using 500 replicates, with numbers at
nodes representing percent correspondence. The scale bars represent the number of base substitutions per site. Sequences were obtained from the following
GenBank accession nos.: R721, AP002527; pSH146_65, IN983044; pChi7122-3, FR851304; pFRIK2000, NZ_ ACXO001000104; pHN1122-1, IN797501).
(B) The phylogeny was constructed in MEGAS5 using the Maximum Likelihood method from the entire sequences of the five IncI2 plasmids after removing

any mobile elements. Bootstrap consensus trees were inferred using 500 replicates.



