resist_ArsN1a-NCBIFAM arsinothricin resistance N-acetyltransferase ArsN1 family A (NFO40503.1) (ILJHOOOK_00413)
Multifunctional non-homologous end joining protein LigD (ILJHOOOK_00405)

Michele_2A_hits_grouped (ILJHOOOK_00408) 3-oxoadipate CoA-transferase subunit B (ILJHOOOK_00415)
Glycogen operon protein GlgX (ILJHOOOK_00407) Beta-ketoadipyl-CoA thiolase (ILJHOOOK_00414)
404 | 406 | 409410 411 L-lactate transporter (ILIHOOOK_00412) | 3-oxoadipate CoA-transferase subunit A (ILJHOOOK_00416)

K]

——
IMGPR_plasmid_2791355258_000007: 427,940-444,383 (+)
255

O K K

I
IMGPR _plasmid_2825118518_000008: 262,036-272,379 (+)
200 Pca regulon regulatory protein (FILIGIDN_00204)

KK I ECHETHESCTEEHTD
ITHD

I
IMGPR _plasmid_2928373995_000008: 205,873-217,019 (+)
Multifunctional non-homologous end joining protein LigD
176

O -ETREHEDC

— —_—
IMGPR_plasmid_2615840624_000018: 192,517-203,576 (-)
55 60 61

e T HEDAS

—— —_——
IMGPR plasmid_2844462476 000003: 54,599-67,119 (+)
293
K K KCHEEDA
IMGPR plasmid_2516653047 000004: 305,465-317,987 ()
199 194 193

N (O SO e U O o B

—
IMGPR_plasmid_2791355262_000021: 224,282-237,372 (-)

$

355

AEHDD-HED
U O R T X ETHD
D

I
IMGPR_plasmid_2791355261_000013: 398,450-411,235 (-)

N (O GO R O O

— -—
IMGPR_plasmid_2928359186_000006: 165,808-176,821 (+)

Teichuronic acid biosynthesis protein TuaB (HLJHNPLA_00213)
219 214 212

OO e |- C K K

I
IMGPR_plasmid_2565956559_000006:236,119-252,431 (-)

213 212
K [ HETTHEHED-CEEHTDC K C 0
IMGPR _plasmid_2850828621_000005: 230,117-247,137 (-)

461
Ta62 463 464

K - @ET K

—
IMGPR_plasmid_2509276033_000002: 504,477-517,278 (+)
98 7 6

HEK
O I T K KX

I
IMGPR_plasmid_2896545022_000003: 283-12,327 ()
333 339
T 334 T340 341 342

]
-
DA K KKK
.-
.-

_—
IMGPR_plasmid_2510065076_000003: 366,999-380,096 (+)
264
265266 267

TR BE B

—
IMGPR_plasmid_643348569_000003:281,219-294,713 (+)
120 119 118

O KK W

—
IMGPR_plasmid_2842341865_000014: 128,053-141,556 (-)

o)
&K

Putative ABC transporter substrate-binding protein YesO (GOBJHPON_00102)
Trehalose-recycling ABC transporter (VF0842) (GOEJHPON_OO 104)
Trehalose-recycling ABC transporter (VF08212) (GOBJHPON_00103)
109 108 107 106 104 | | HTH-type transcriptional regulator HdfR (GOBJHPON_00101)

TR K D—E

I
IMGPR_plasmid_2896569440_000003: 110,860-132,422 (-)

Putative ABC transporter substrate-binding protein YesO (IOKDHFDC_00019)
Trehalose-recycling ABC transporter (VF0842) (IOKDHFDC_00021)
Trehalose-recycling ABC transporter (VF0842) (IOKDHFDC_00020)
22 \ HTH-type transcriptional regulator HdfR (IOKDHFDC_00018)
H

Putative ABC transporter substrate-binding protein YesO (JILHJAMH_00399)
Trehalose-recycling ABC transporter (VF0842) (JILHJAMH_00401)
Trehalose-recycling ABC transporter (VF0842) (JILHJAMH_00400)
402 \ \ HTH-type transcriptional regulator HdfR (JILHJAMH_00398)

TR KK

—
IMGPR_plasmid_2765235942_000014: 14,212-36,642 (-)

L M S O O |

—
IMGPR_plasmid_2896557008_000004: 422,006-444,714 (-)

Putative ABC transporter substrate-binding protein YesO (DGCBDPAE_00469)
Trehalose-recycling ABC transporter (VFO842) (DGCBDPAE 00471)
Trehalose-recycling ABC transporter (VF0842) (DGCBDPAE_00470)
HTH- -type transcrlptlonal regulator HAfR (DGCBDPAE_00468)
473 472 \ \ | 466

S R S ) S G | H X

— _—
IMGPR _plasmid_2515075009_000005:517,813-542,619 (-)
Putative ABC transporter substrate-binding protein YesO (DIJELBHA _00454)
Trehalose-recycling ABC transporter (VF0842) (DIJELBHA_00456)
461 Trehalose-recycling ABC transporter (VF0842) (DIJELBHA_00455)
T460 459 457 | | HTH-type transcriptional regulator HdfR (DIJELBHA_00453)

(G G G O (@ G S

—
IMGPR_plasmid_2510065019_000004: 489,061-506,467 (-)

NAD(P)H-quinone oxidoreductase subunit 2, chloroplastic (FFADKCKK_00298)
Formate hydrogenlyase subunit 7 (FFADKCKK_00296)
Formate hydrogenlyase subunit 4 FFADKCKK 00300)
Formate hydrogenlyase subunit 5 (FFADKCKK_00297)
Hydrogenase-4 component B (FFADKCKK 00301) ‘ ‘
303 302 Hydrogenase- 4component E (FFADKCKK_00299) 295

N S S O D—TD— I 4 OA-GETTEEHTD

— -—
IMGPR_plasmid_639633055_000004: 314,776-340,146 (-)

Inositol 2-dehydrogenase/D-chiro-inositol 3-dehydrogenase (CKOFAEAL_00034)
Glutamine transport system permease protein GInP (CKOFAEAL_00038)
L-cystine trahsport system permease protein YecS (CKOFAEAL_00037)
3-dehydroquinate dehydratase (CKOFAEAL_00033) T \
HitABC (VF0268) (CKOFAEAL_00035)
31 32 | PEB1(VFO0327) (CKOFAEAL_00036)HTH-type transcriptional repressor NicS (CKOFAEAL_00039)
XK KX
K KK
IMGPR_plasmid_2775507240_000004: 19,036-37,122 (+)
Inositol 2-dehydrogenase/D-chiro-inositol 3-dehydrogenase (ABMEHFMD_00443)
Glutamine transport system permease protein GInP (ABMEHFMD_00439)
L-cystine tra néport system permease protein TcyB (ABMEHFMD_00440)
3-dehydroquinate dehydratase (ABM EHFMD_00444) ‘
HitABC (V¢0268) (ABMEHFMD_00442) HTH-type transcriptional repressor NicS (ABMEHFMD_00438)
1 445 | PEB1(VF0327) (ABMEHFMD_00441)

O O K I KK H X KK

IMGPR _plasmid_2842489311 000013: 1-5,984 (-); 456,172-468,334 (-)
Multifunctional non-homologous end joining protein LigD (AFHPPLCG_00076)
Multifunctional non-homologous end joining protein LigD (AFHPPLCG_00077)
Inositol 2-dehydrogenase/D-chiro-inositol 3-dehydrogenase (AFHPPLCG_00069)
Glutamlne transport system permease protein GInP (AFHPPLCG_00065)
L-cystine transport system permease protein YecS (AFHPPLCG_00066)
3-dehydroquinate dehydratase (AFHPPLCG_00070) ‘
HitABC (VF0268) (AFHPPLCG_00068)
72 71 | PEB1(VF0327) (AFHPPLCG_00067)HTH-type transcriptional repressor NicS (AFHPPLCG_00064)

PESCKIETK K I KX

I
IMGPR _plasmid_2738541344_000019:61,090-79,473 (-)
Inositol 2-dehydrogenase/D-chiro-inositol 3-dehydrogenase (NPOCOEAE_00169)
Glutamlne transport system permease protein GInP (NPOCOEAE_00164)
L-cystine transport system permease protein YecS (NPOCOEAE_00165)
Glutamine transport ATP- blndlng protein GInQﬁCCEAE,OOléS)
3-dehydroquinate dehydratase (NPOCOEAE_00170) L
PEB1 (VF0327) (NPOCOEAE_00166)
| 166 | | HTH-type transcriptional repressor NicS (NPOCOEAE_00163)

170

DK KK KX

IMGPR _plasmid_2728369352_000004:179,881-197,981 (-)
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