AS (VF0352) (NDFHHJNH_00142)
148 Bacteriophage abortive infection AbiH__AbiH (NDFHHJNH_00172)

tRNA-Lys(ctt) 149 1S6 family transposase ISLmo3 (NDFHHJNH_00166)

l 139 145 PDC-515_WP_099753261.1 (NDFHHJNH_00173)
36 144 154 BSH (VF0350) (NDFHHJNH_00170)

137, 141144 [156 159 165 |

135 142 J;M 151 153 1157 160162 Jiéé 172

[[13 |'143[T]150[152 155 | 158| 161163 167 169| |[173

| — -
IMGPR_plasmid_2558860733_000005: 143,027-178,099 (+)

anti-CRISPR-Cas evasion by DNA repair (APIS131) (CNKHNJKB_00169)
Thermonuclease nuc (VF0993) (CNKHNJKB_00171)

AS (VF0352) (CNKHNJKB_00140) 160 |
141 161 166
[144 148 Lnsa‘u
140 L 150 153 | 168
135 1‘14 14 llSl 154156 15§H 164/] 170
133 139142|145 146 149 | 152|155/ 157 162]]|| |169]171

I am
IMGPR _plasmid_2563366796_000005: 140,971-176,623 (+)
Potassium-transporting ATPase potassium-binding subunit (BKILLAKI_00236)
Putative N-acetylmannosamine-6-phosphate 2-epimerase (BKILLAKI_00202) Putative HMP/thiamine import ATP-binding protein YkoD (BKILLAKI_00251)
PTS system mannose-specific EIIAB component (BKILLAKI_00248)
PTS system mannose-specific El I1AB component (BKILLAKI_00217)
H Potassium-transporting AtPase deC subunit (BKILLAKI_00238)

Bacitracin transport permease proteln BcrB (BKILLAKI 00223)
HTH-type transcrlptlonal ‘activator BerR (BKILLAKI_00225)
putative HTH-type transcriptional regulator YbbH (BKILLAKI_00201 Alternate 305 ribosomal protein S14 (BKILLAKI_00255)
PTS system glucoside-specific EICBA component (BKILLAKI_00203) Iron/manganese transport (VF1116] (BKILLAKI_00245)
1S6 family transposase ISEnfa1 (BKILLAKI_00228) l |
S system mannose-specific EIID component (BKILLAKI_00216) 508 ribosomal protein L33 1 (BKILLAKI_00258)
PTS system sorbose-specific EIICEomponent (BK\LI‘.AKI,00215) 50S ribosomal prdtein L33 (BKILLAK]|_00256)
Putative flavoprotein monooxygenase (BKILLAKI 00211) \ ABC transporter (VF0818) (BKILLAK]_00254)
| IS6 family transposase ISEnfal (BKILLAKI_00221) ABC transporter (VF0818] (BKILLAK|_00253)
PTS system glucose-specific EIIA component(BKILLAKI_00204) T Copper exporter (VF084 ) (BKILLAKI_00237)
Bacteriophage abortive infection AbiH__AbiH'(BKILLAKI_00194) ULipid Il flippase MurJ (BKILLAKI_00229)
| ] | Undecaprenyl-diphosphatase (BKILLAKI_00222) | | MntABC (VF0455) (BKILLAKI_00244)
anti-CRISPR-Cas evasion by DNA repair (APIS131) (BKILLAKI_00181) N-acetylglucosamine repressor (BKILLAKI_00213) |~ Sensor proteln KdpD (BKILLAKI_ 00239)
anti-CRISPR-Cas evasion by DNA repair (APIS131) (BKILLAKI_00170) \ 505 ribosomal protein L32 BKILLZ\T(I _00207) l \ \ \ \ RegX3 (VF0858) (BKILLAKI_00240)
PDC-515_WP_099753261.1 (BKILLAKI_00195) J)mads 8 (BKILLAKI_00224) ‘PsaA (VFO151) (BKILLAKI_00246)
158 Thermonuclease nuc (VF0993) (BKILLAKI_00183) Am‘m‘oﬁ.échannel B ILLAKI 0021 Lﬂ) L 232 PgdA '(VF0442) (BKILLAKI_00260)
161 165169 180 186 { \ Xylosei |somerase (BKILLAKI_00219) 230 245
L 166170 173 177[182 187 Internalin| (BKILLAK 01 Xylulose kinase (BKILLAKI_00220) 231 244
I 164 U 171 174176 ||| 183 185 189 191| 194 197 225 228 233 239 246 6

156159|162 163 [|167| | 172|"175178| |]184[|| 188 190] H195T198 210 212 22’4 229 240 | |||247249 954 | 258

\
DO
I |
IMGPR_plasmid_2565956745_000004: 154,465-264,759 (+)
Putative N-acetylmannosamine-6-phosphate 2-epimerase (LGLLLKPH_00202)
Potassium-transporting ATPase potassium-binding subunit (LGLLLKPH_00236)
PTS system mannose-specific EIIAB component (LGLLLKPH,OOHS)
pts system mannose-specific EIIAB component (LGLLLKPH_00217)
PTS system glucoside-specific EI[CBA component (LGLLLKPH_00203)
putative HTH-type transcriptional rethor YbbH (LGLLLKPH_ 00201) Potassium-transporting ATPase KdpC subunit (LGLLLKPH_00238)
PTS s system mannose-specific EIID component (LGLLLKPH 002165
PTS system sorbose-specific EIIC component (LGLLLKPH_00215)
Bacitracin transpt;t‘ pErmease proteln BerB (LGLLLKPH_00223)
HTH-type transcriptional actlvator BerR (LGLLLKPH_00225)
Putative flavoprotein monooxygenase LGLLLKPH 00211) ‘

156 famllytransposase ISEnfal (LGLLLKPH_00221)
‘ 156 family transposase [SEnfal (LGLLLKPH_00228)

Undecaprenyl dlphospnatase LGLLLKPH_00222) L
PTS system glucose-specific EIIA component (LGLLLKPH_00204) \ ‘Copperexporter (VE0849) (LGLLLKPH_00237)
Bacteriophage abortive infection AbiH_AbiH (LGLLLKPH_00194) U Ltlpld Il flippase MurJ LGLLLKﬁHTQZ?
anti-CRISPR-Cas evasion by DNA repair (APIS131) (LGLLLKPH_00181) N- a‘cét)‘llglucosamlnerepressor( GLLLKPH 00213) ‘Sensor protein deD(LGLLLKPH 00239)
anti-CRISPR-Cas evasion by DNA repair (APIS131) (LGLLLKPH_00170) i 508 ribosomal protein L32 (LGLLLKPH_00207) u RegX3 (VF0B58) (LGLLLKPH_00240)
é PDC-515_WP_09975 261.1(LGLLLKPH 00195) | mads_8 (LGLLLKPH_00224)
152 Thermonuclease nuc (VF0993) (LGLLLKPH_00183) Ammonlachannel (LGLLLKPH 00210\ \ \ J L 226
[155 159163 174 180 \ Xylose isomerase (LGLLLKPH_00219 224
151 160164 167 171[176 181 Internalan(LGLLLKPH o 198) Xylulose kinase (LGLLLKPH_00220) 225
]154 158 Mlés 163176 177 179 183 185 188 191 197200 219 |222 227
150153|156 157 [|16 Tléé\T@h7 |Ta78T|| 1827 184T Hls T192 204| 206 21’8 329 233

— 1J am
IMGPR _plasmid 2565956763 _000003: 149,087-242,999 (+)
Putative N-acetylmannosamine-6-phosphate 2-epimerase (FFJKKGIP_00200)
Potassium-transporting ATPase potassium-binding subunit (FFJKKGIP_00225)
PTS system mannose-specific EIIAB component (FFJK?GIP_OOMS)
PTS system mannose-specific EIIAB component (FFJKKGIP_00214)
PTS system glucoside-specific EIICBA component (FFJKKGIP_ 06‘201
‘ Potassmm -transporting ATPase KdpC subunit (FFJKKGIP_00227)
PTS system mannose-specific EID component (FFJKKGIP_00213)
PTS system glucose-specific 'EllA component (FFJKKGIP_OOQOZ ‘
PTS system sorbose-specific EIIC component (FFJKKGIP_00212)
N-icét\)lglucosamine repressorﬁ:‘F‘J‘KKGI P_00210) L
putative HTH-type transcriptional regulator YbbH (FFJKKGIP_00199) Copper exporter (VF0849) (FFJKKGIP_00226)
Lactococcin-G-processing and transport ATP-binding protein LagD (EFJKKCI P_00187) Lipid Il flippase MurJ (FFJKKGIP_00218)

Bacteriophage abortive infection AbiH_AbiH (FFJKKGIP_00194) \ Sensor protein KdpD (FFJKKGIP_00228)
\ Putative ﬂa‘vép‘ro‘tem monooxygenase (FFJKKGIP_00209)  RegX3 (VF0858) (FFJKKGIP_00229)
anti-CRISPR-Cas evasion by DNA repair (APIS131) (FFJKKGIP_00175) AR Kylose |somerase(FFJKKGIP 00216)J7
PDC-515 WP_113621235.1 (FFJKKGIP_00195) 'J Xylulose kinase (FFJKKGIP_00217)
155 183 | 50s rlbosomél protein L32 (FFJKKGIP_00205) 215
158 162 168 177 184 Ammonia channel F#JKKGIP 00208) 216
154 L 161165169 172 175 J 181 198 213
1 |164 l 170 173 17 18: 189 195 199 211 214
153156|159 160 163 166|| | 171|7174| | 178 | 1807]185| | 188190 196]] | 203 [ 212| 222

I | ]
IMGPR_plasmid_2558860729_000002: 155,039-240,813 (+)
Putative N-acetylmannosamine-6-phosphate 2-epimerase (HMGCLNOC_00182)
Potassium-transporting ATPase potassium-binding subunit (HMGCLNOC_00208)
putative HTH-type transcriptional regulator YbbH (HMGCLNOC_00181)
PTS system mannose-specific EIIAB component (HMGCLNOC_00198)
PTS system mannose-specific EIIABTcomponent (HMGCENOC_00197)
PTS system glucoside-specific EIICBA component (HMGCLNOC_00183) J
‘ Potassihm-transporting ATPase KdpC subunit (HMGCLNOC_00210)
PTS system mannose-specific EIID component (HMGCLN‘OC706196)
PTS system sorbose-specific EIIC cornponent (HMGCLNOC_00195)
Putative flavbprotein monooxygenase (HMTG‘CI‘_NOC_OOI‘M)
N- a‘cét\‘/lglucosamln?repressor (HMCCLNOC 00193)
LJ | |Copper exporter (VF0849) (HMGCLNOC_00209)
Lactococcin-G-processing and transport ATP-binding protein LagD (HMGCLNOC_00169)  Lipid Il fllppase Mur) (HMGCLNOCTOQOl)
PTS system glucose- speuﬁc EIIA component (HMGCLNOC 00184) Sensor proteln deD (HMGCLNOC_00211)

Bacteriophage abortive infection AbiH_AbiH (HMGCLNOC 00176) | | w |  Regx3|VF0858] (HMGCLNOC 00212)
anti-CRISPR-Cas evasion by DNA repair (APIS131) (HMGCLNOC_00157) | | Xylose isomerase (HMGCLNOC_00199)
PDC-S15 WP_113621235.1 (HMGCLNOC 00177) | Xylulose kinase [HMGCLNOC_00200)

141 169 | 505 ribosomal protein L32 (HMGCLNOC_00187) 202

144 148 154 163 170 Ammonia channel (HMGCLNOC_00190) 203
140 L 147151155 158 161 | 167 is 200
1 |150 i 156 159 162 168 175 181184 198 201

139142| 145 146 1455 152|| | 157|160 | 164 | 166]|171| |174 176 187 188| 190 MM 209

IMGPR_plasmid_2558860678_000006: 140,996-226,978 (+)

Putative N-acetylmannosamine-6-phosphate 2-epimerase (BBGMDMJO_00180)
Potassium-transporting ATPase potassium-binding subunit (BBGMDMJO_00206)
putative HTH-type transcriptional regulator YbbH (BBGMDMJO_00179)
PTS system mannose-specific EIIAB component (BBGMDMJO_00196)
PTS system mannose-specific EIIAB component (BBGMDMJO_00195)
PTS system glucoside-specific EIICBA component (BBGMDMJO 60181)
‘ Potassmm -transporting ATPase KdpC subunit (BBGMDMJO_00208)
PTS system mannose-specific EIID component (BBGMDMJO 06194
PTSs system sorbose-specific EIIC component (BBGMDMJ0700193)
Putative flavoproteln monooxygenase (BBGMDMJO_00189)
N- acetylglucosamlne repressor(BBGMDMJO 00191)
MJ | Copper exporter (VF0849) (BBGMDMJO_00207)
Lactococcin-G-processing and transport ATP-binding protein LagD (B DMJO_00167) Lipid Il fllppase Mur) (BBGMDMJOTl‘?‘?)
F?I"gsystem glucose-: speuflc ElIA component(BBGMDMJO 00182) Sensor proteln deD BBGMDMJO_00209)
Bacteriophage abortive infection AbiH_AbiH BBGMDMJO 00174) | | w | Regxa VFb858) (BBGMDMJO_00210)
anti-CRISPR-Cas evasion by DNA repair (APIS131) (BBGMDMJO_00155) J) X‘ylose isomerase (BBGMDMJO_00197)
PDC-S15 WP_113621235.1 (BBGMDMJO_00175) 4 Xylulose kinase (BBGMDMJO_00198)

141 169 | 505 ribosomal protein L32 (BBGMDMJO_00185) 202
[144 148 154 163 170 Ammionia channel (BBGMDMJO_00188) 203
140 L 147151155 158 161 | 167] 185 200
1 |150 4 156 159 162 168 175 181184 198 201
139142| 145 146 143 152 | 157|160 | 164 | 166]|171| | 174]176 "187]| 188| 190 [ 199| 209

I | ]
IMGPR_plasmid_2558860651_000005: 140,815-226,578 (+)

Lactococcin-G-processing and transport ATP-binding protein LagD (EAMCNCDM_00176)
anti-CRISPR-Cas evasion by DNA repair (AP1S131) (EAMCNCDM_00162)
HEase_00017 homing (EAMCNCDM_00170)

143 | 173
[146 150 156 167 174
142 L 149 153157 160 165 J 171]
1‘14 158 161 16 172
141 159'162 | 164 ] 168 | 170]|| 175

I n -
IMGPR_plasmid_2558860717_000009: 144,312-185,210 (+)
1S3 family transposase 151485 (KNFLHDEO_00156)
1S3 family t?ansposase 151485 (KNFLHDEO_00155)
Tyrosine recombinase XerC (KNFLHDEO_00148)

T 148 ||AS (VF0352) (KNFLHDEO_00157)

I I
IMGPR _plasmid 2576861613 000004: 152,096-163,580 (+)
1S3 family transposase 151485 (BGFKLHAA_00155)
1S3 family tiT’ansposase 151485 (BGFKLHAA_00154)
149 T|AS (VF0352) (BGFKLHAA 00156)

A

I —
IMGPR _plasmid_2558860672_000011:151,327-161,926 (+)
1S3 family transposase 151485 (MMJJDAMJ_00154)
1S3 family trTansposase 151485 (MMJJDAMJ_00153)
143 148 —H AS (VF0352) (MMJJDAMJ_00155)

KD

| —
IMGPR _plasmid_2558860712_000007: 150,454-162,212 (+)
149
148
147|| AS(VF0352) (LIFAPEOI_00158)

| I
IMGPR_plasmid_2558860723_000008: 151,296-161,826 (+)
30
31] 29AS (VF0352) (II0JEGAE_00028)

| L J
IMGPR _plasmid_2879810500_000005: 20,849-31,382 (-)
AS (VF0352) (KCABBJMA 00019)
21 17
22] 20 ]16

| |
IMGPR_plasmid_3300014731_000035: 15,054-27,291 (-)
anti-CRISPR-Cas evasion by DNA repair (AP1S131) (OCNNPBPD_00036)
1S200/1S605 family transposase ISAac3 (OCNNPBPD_00014)
DNA polymerase IV(OENNPBPD_OOOlé)
Cytolysin (VF0356) (OCNNPBPD_00025)
Cytolysin (VF0356) (OCNNPBPD_00026)
Retron_VI_HTH (OCNNPBPD_00032)
Cytolysin (VF0356) (OCNNPBPD_00027)
Cytolysin tVFossé) (OCNNPBPD_00028)

64 4137 Nh| __Nhi (OCNNPBPD _ 00024 11
67 63 57 50 47 39\ 21 J 12
56462 60 lss 52 49 46 44 23420 171 l 542
68[65/ 161 59 5856 545351[[48]45[43 42 40ﬂé§ 3330 T22719[1 713|198 7 6 ][ 3]Stress response regulator gls24 (OCNNPBPD_00001)
MO DD

| I
IMGPR_plasmid_2558860748_000001:2,561-70,091 (-)
} 40000 nt ]

defence (DefenseFinder) defence (PADLOC) virulence (VFDB) anti-defence (dbAPIS) tRNA
I




