toxin-antitoxin system HicB-like (CDS_0012)
RosmerTA_RmrA_2600853143 (CDS_0011)
PDC-S01_WP_099993690.1 (CDS_0013)
PDC-527_WP_184132443.1 (CDS_0008)
AbiLi-1 AbiLi (CDS$_0010)
Type_V_Cas14c Cas14c (CDS_0003) 15 17
1 2 T 4567 19] 14] 161819

1 DY EEEE NS USSS NN SN ) N U —

IMGVR_UViG_3300045988_182237|3300045988|Ga0495776_186558: 1-27,284 (+)

toxin-antitoxin system HicB-like (CDS_0012)

RosmerTA_RmrA_2600T853143 (CDS_0011)
PDC-501_WP_099993690.1 (CDS_0013)
PDC-S27_WP_184132443.1 (CDS_0008)

V_U4 CAS-V-F; (CDS_0003) l |
AbiLi-1 AbiLi (CDS_0010)

1 2 4567 | 9] || | 24

1 DY W UUNN WUSSN NSNS N N S U D —
MGV-GENOME-0378035: 1-27,284 (+)
PDC-527_WP_184132443.1(CDS_0169)
172

170
71 | AbiLi-1 AbiLi (CDS_0168)

X 1 R 11 ]

MGV-GENOME-0374520: 128,336-138,646 (-)

DNA methyltransferase (CDS_0008)
Type_V_V_U3Cas12 (CDS_0012)

RosmerTA_RmrA_2600853143 (CDS_0025)
PDC-527_WP_184132443.1 (CDS_0022)

HNH endonuclease (CDS_0007) 16  Abili-1AbiLi (CDS_0024)
transposase (CDS_0011) T15 1921 26 28
123 456 | [910] | 13 14 |1718 g | 23| | [27]29

N .

MGV-GENOME-0377603: 3-40,035 (+)
179

180] AbiLi-1 Abili (CDS_0178)

L3 _ & /1 ]

IMGVR_UViG_3300045988_182393|3300045988|Ga0495776_080956: 148,590-157,584 (-)
AbiLi-1 AbiLi (CDS_0167)

169

168

0 EEEEEN N
MGV-GENOME-0374400: 129,746-138,055 (-)
major tail protein (CDS_0147)
AbilLi-1 AbilLi (CDS_0145)
149 148 146]

dTTKAKIEKd

I N . . L

MGV-GENOME-0372820: 105,275-124,152 (-)
146

147[ AbiLi-1 AbiLi (CDS_0145)

DN BN . —
IMGVR_UVIG_3300045988_183741|3300045988|Ga0495776_151058: 115,875-124,758 (-
AbiLi-1 AbiLi (CDS_0178)

180

79| 176

| DN NN NN —

MGV-GENOME-0376222: 145,284-153,303 (-)
PDC-527_WP_184132443.1 (CDS_0128)

130

129 AbiLi-1 AbiLi (CDS_0127)

| NN DN N —
IMGVR_UViG_3300045988_182091|3300045988|Ga0495776_130068: 95,264-104,554 (-)
partition protein (CDS_0203)

201 198 structural protein with Ig domain (CDS_0192)

1199* 19
204 200 | 195] | Abili-1 AbiLi (CDS_0190)
T1202[T| 197 196 194 [191]

|| EEEEEE I N JENE BN DNOEEE BN B
IMGVR _UViG_3300045988_182793|3300045988|Ga0495776_032006: 157,164-183,242 (-)
major tail protein (CDS_0156)

163 159
T 161 1157 AbiLi-1 AbiLi (CDS_0154)
162 | 160 158 | 155]

- —— I S S —
MGV-GENOME-0374776:118,158-140,834 (-)

Thoeris_ ThsB_Global (CDS_0015)
MTase_| I_OOOE(S Type (CDS_0014)
DarTG__DarG (CDS_0025)
31 REase_I_00020 Type (CDS_0016)

28 20 DS-32_DS-32B (CDS_0011)

29 23 1917

3027 26 24[2221|T18
D E—
2 -

I B AN N . | I I — .

IMGVR_UViG_3300045988_183134|3300045988|Ga0495776_005721: 1-30,49
nucleotidyltransferase (CDS_0027)

MTase_I_00083 Type (CDS_0015)
REase_lI_00020 Type (CDS_0017)
DS-32_DS-32B (CDS_0012)
22 2018 DNA helicase (CDS_0010) 191
242321] 19| 16 ‘ 14 13 11 | 9876543 2 1192

DNA helicase (CDS_0009) 204] 201 199
13 12 10 | 8765432 1 205 |202] 200]

Trigger factor (VF1056) (CDS_0190)
184

cas12f2_V-F_2 (CDS_0198)
Trigger factor (VF1056) (CDS_0203)

(-); 130,209-188,564 (-)

partition protein (CDS_0178)

188 186 183181l
189[ 187185 [18218

toxin-antitoxin system HicB-like (CDS_0167)
DNA methyltransferase (CDS_0185) RosmerTA_RmrA_260085T3143 (CDS_0170)
Type_V_TV_US Cas12(CDS_0181) PDC-527_WP_184132443.1 (CDS_6ﬁ174)‘
partition protein (CDS_0190) AbiLi-1 AbiLi (CDS.0172)

transpbsase(C S_0182) transpo‘sase(CD?,OUé) l
196 191 184 177 66
1951931 188 186 1175 169!5165
1971194192 | 189] 187[| 183 | 180 179 178176 171 168|T 164

PDC-527_WP_184132443.1 (CDS_0162)

176 173 major tail protein (CB§_0166)
179 1174* 167] 163
75| 171 169L 165
177|T| 172 T 170 168 | 164| AbiLi-1 Abili(CDS_0161)

N N N NS SIS - I I N S S S S — -
IMGVR_UViG_3300045988_183452|3300045988|Ga0495776_001677:1-29,214 (-); 125,144-168,785 (-)

k 30000 nt 1

DNA, RNA and nucleotide metabolism head and packaging integration and excision moron, auxiliary metabolic gene and host takeover other tail unknown function defence (DefenseFinder)
I I L]

defence (PADLOC) virulence (VFDB)




