Type IV secretion system protein VirB11 (POOJBDDE_00006)
ATP-dependent RecD-like DNA helicase (POOJBDDE_00002)
1 3 4 5 7

IMGPR_plasmid_3300029915_000286: 1,597-22,939 (+)

17 ATP-dependent RecD-like DNA helicase (NBMBLLJN_00016)
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IMGPR_plasmid_3300029952_000620: 9,500-30,842 (-)
18 ATP-dependent RecD-like DNA helicase (FBOKBGGE_00018)
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IMGPR_plasmid_3300045774_000009: 10,651-19,693 (-)
1 ATP-dependent RecD-like DNA helicase (BFGDDBLF_00002)
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MGPR_plasmid_3300029914_000078: 148-8,581 (+)
Multifunctional conjugation protein Tral (BPDCNJFH_00015)
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MGPR _plasmid_3300047497_000218:8,606-17,142 (-)
ATP-dependent RecD-like DNA helicase (DIGCGBLA_00002)
MTase_|_00012 Type (DIGCGBLA_00001)
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IMGPR_plasmid_3300044470_000029: 131-9,320 (+)
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IMGPR_plasmid_3300025862_000009: 12,759-20,559 (-)
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IMGPR_plasmid_3300050010_000021:85-6,110 (+)
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IMGPR_plasmid_3300050017_000268:8,672-15,111 (-)
Adenylosuccinate synthetase, organellar chromatophore (MLAHMKMP_00002)
1 3  ATP-dependent RecD-like DNA helicase (MLAHMKMP_00004)

IMGPR_plasmid_3300037107_000020: 395-12,063 (+)

Adenylosuccinate synthetase, organellar chromatophore (CIIGNEJN_00017)
18 16 ATP-dependent RecD-like DNA helicase (CIIGNEJN_00015)

IMGPR_plasmid_3300037109_000019:8,495-20,175 (-)

Adenylosuccinate synthetase, organellar chromatophore (HJJPBALO_00002)
1 3 ATP-dependent RecD-like DNA helicase (HJJPBALO_00004) 9
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IMGPR _plasmid_3300037143 000023: 385-12,883 (+)
Specificity_|_00076 Type (JLFPGCCN_00002)
1 RM_ Type_|_REases_FAM_2.einsi_trimmed (JLFPGCCN_00003)

1 —
IMGPR _plasmid_3300048814_000120: 135-12,309 (+)
RM_ Type_|_REases_FAM_2.einsi_trimmed (HELOCHEI_00002)
Specificity_I_00076 Type (HELOCHEI_00001)
IMGPR _plasmid_3300037131 000114:103-11,196 (+)
anti-CRISPR-Cas evasion by DNA repair (AP1S131) (NDCKAIGM_00020)
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2322] 20 18 ATP-dependent RecD-like DNA helicase (NDCKAIGM_00018)
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IMGPR_plasmid_3300031524 000855: 10,696-37,969 (-)
1 2 3
MGPR plasmid_3300048503 000084: 36-7,309 (+)
16 15 14

IMGPR_plasmid_3300037097_000061: 7,376-14,649 (-)
1 23

IMGPR_plasmid_3300047493_000339: 304-7,074 (+)
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IMGPR_plasmid_3300037084_000055: 56-5,928 (+)
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IMGPR _plasmid_3300037175_000047:8,151-14,146 (-)
1 2 ATP-dependent RecD-like DNA helicase (GKPPNMKH_00003)
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IMGPR_plasmid_3300036880_000034: 83-10,251 (+)

Error-prone DNA polymerase (HGAKHHBI_00019)
18 PDC-S06_WP_106028275.1 (HGAKHHBI_00017)
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IMGPR_plasmid_3300031027_000039: 9,959-24,888 (-)

Error-prone DNA polymerase (PHBIOENG_00001)
2 PDC-S06_WP_106028275.1 (PHBIOENG_00003)
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IMGPR_plasmid_3300031837_000049: 32-14,037 (+)
DNA polymerase IV (LEGPCBMP_00021)
Error-prone DNA polymerase (LEGPCBMP_00020)
22 ‘ 19 PDC-S06_WP_106028275.1 (LEGPCBMP_00018)
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IMGPR _plasmid_3300029882_000036: 10,382-29,073 (-)
DNA polymerase IV (HMBGCICN_00002)
Error-prone DNA polymerase (HMBGCICN_00003)
Protein RecA (HMBGCICN_OOOOl) 4 PDC-S06_WP_106028275.1 (HMBGCICN_00005)
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IMGPR _plasmid_3300030503_000127:299-19,218 (+)
DNA polymerase IV (HIHBJHKF_00004)
Protein RecA (HIHBJHKF_00003)
Error-brone DNA polymerase (HIHBJHKF_00005)
12 ‘ 6 PDC-506_WP_106028275.1 (HIHBJHKF_00007)
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IMGPR_plasmid_3300031964_000167: 634-20,446 (+)
N(4)-bis(aminopropyl)spermidine synthase (POLJECFH_00004)
1 2 3 5
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IMGPR_plasmid_3300048810_000054: 162-10,864 (+)
151380 family transposase ISCARN79 (MCOPLMAO_00020)
Specificityﬁl,06021 Type (MCOPLMAO_00019)
Orf5_00008 Orf5 (MCOPLMAO_00018) PDC-S01 WP_163212389.1 (MCOPLMAO_00016)
21 | | MTase_1.00012 Type (MCOPLMAO 00017)
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IMGPR _plasmid_3300037449 000033: 9,364-25,454 (-)
151380 family transposase ISCARN79 (IIBKDBIG_00020)
Specificity_|_00021 Type (IIBKDBIG_00019)
Orf5_00008 Orf5 (1IBKDBIG_00018) PDC-S01 WP_163212389.1 (IIBKDBIG_00016)
‘ MTase_|_00012 Type (IIBKDBIG_00017)
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IMGPR_plasmid_3300037170_000032: 9,364-24,209 (-)
PDC-S01_WP_163212389.1 (KKOJDMFK_00004)
Specificity_|_00021 Type (KKOJDMFK_00001)
0Orf5_00008 Orf5 (KKOJDMFK_00002)
MTase_|_00012 Type (KKOJDMFK_00003)
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IMGPR_plasmid_3300037103_000076: 150-13,582 (+)
Specificity_I_00021 Type (IJDBAOIC_00019)
Orf5_00008 Orf5 (IJDBAOIC_00018) PDC-S01 WP_163212389.1 (IJDBAOIC_00016)
MTase_|_00012 Type (IJDBAOIC_00017)
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IMGPR_plasmid_3300037130_000057: 9,364-22,796 (-)

GajA_00026 AAA (FJHFEKBA_00002) MTase_I11_00003 Type (FJHFEKBA_00005)
REase_l11_00001 Type (FJHFEKBA_00004) PDC-S01_WP_163212389.1 (FJHFEKBA_00007)
1 GajB_00002 UrvD (FJHFEKBA_00003] DISARM_1_drmD (FJHFEKBA 00006)
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IMGPR_plasmid_3300050026_000042: 92-21,203 (+)

3 8

IMGPR_plasmid_3300037148_000153: 3,250-9,607 (+)
16
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IMGPR_plasmid_3300048503_.000024: 12,441-22,069 (-)

10 7 6 5

FECE@E@Ed T

IMGPR_plasmid_3300036930_000089:4.478-16,471 (-)
1 2

IMGPR_plasmid_3300049255_000423: 183-5,397 (+)
15

IMGPR_plasmid_3300029882_000367:9,288-13,758 (-)
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