sn-glycerol-3-phosphate import ATP-binding protein UgpC (AAKDPLFP_00002)
putative du;lﬁ-specificity RNA methyltransferase RImN (AAKDPLFP_00001)
Vitamin Bl2‘import ATP-binding protein BtuD (AAKDPLFP_00003)
Nucleoid occlusion protein (AAKDPLFP_00006)
S-15__DS-15A (AAKDPLIEP_OOOOS) 9
4 | 7 8 T 10

I
IMGPR_plasmid_3300029785_000177: 695-11,036 (+)
DS-15_DS-15A (KPCCDDNC_00028)

o o

I
IMGPR_plasmid_3300001682_000046: 24,514-31,941 (-)
28 DS-15_DS-15A (PLGMJGNM_00027)

|

—
IMGPR_plasmid_3300007098_000075: 23,992-32,534 (-)

2-methoxy-6-polyprenyl-1,4-benzoquinol methylase, mitochondrial (MGAELHBA_00033)
36 35 34 32 31 DS-15_DS-15A (MGAELHBA_00030)

%

IMGPR_plasmid_3300029622_000179:25,398-37,226 (-)

DS-15_DS-15A (JDDLOFIO_00017)
15 11 10 9

I@#
2

IMGPR_plasmid_3300029686_000141:4,805-21,295 (-)
30 25

'@
:

IMGPR_plasmid_3300029860_000072: 18,379-35,114 (-)

- MOEON )

MGPR_plasmid_3300018479_000072: 95-15,798 (+)
3 4 5 9

- 2 MHOD! b T

MGPR _plasmid_2834348801_000005: 145-15,393 (+)

L

|

29 26 24

'@
%

IMGPR_plasmid_3300014754_000043: 26,607-35,490 (-)
27

'@
:

IMGPR_plasmid_3300029692_000039: 24,421-32,783 (-)
Sporulation initiation inhibitor protein Soj (JMBNHCBP_00001)

IMGPR _plasmid_3300029411 000151: 17-6,533 (+)
Sporulation initiation inhibitor protein Soj (EEFLAJDE_00032)

IMGPR_plasmid_3300029755_.000157:29,566-36,159 (-)
DS-15_DS-15A (HCJKCHHM_00029)
- MO
IMGPR_plasmid_3300029546_000056: 25,696-32,382 (-)

32 31

D — »

I
IMGPR_plasmid_7000000633_000056: 25,701-34,837 (-)

Elongation factor P--(R)-beta-lysine ligase (NAGPABJB_00029)
28 27

\ - — {0 »

I
IMGPR_plasmid_3300008744_000172:20,800-32,143 (-)
Methionine--tRNA ligase (HAIDBBMG_00001)

2 3

B — »

—
IMGPR_plasmid_3300008100_000076: 86-9,925 (+)

Aspartate--tRNA(Asp/Asn) ligase (GONOGHPN_00001)
2 3

ED{E)—E D {0 »

—
IMGPR_plasmid_3300029134_000206: 3-10,081 (+)

Lysine--tRNA ligase (KGOKHNEJ_00001)
2 3 4

EO{-E—1 {7 »
IMGPR _plasmid_3300029796_000215:4-11,020 (+)
Methionine--tRNA ligase (CPCBNLCP_00030)
29 28 27  DS-15_DS-15A (CPCBNLCP_00026)
EO1—1 - o
IMGPR_plasmid_3300029877_000078: 22,749-33,403 (-)
33 32 31

O — »

IMGPR_plasmid_3300010279_000155: 25,789-35,709 (-)
Methionine--tRNA ligase (FBNLBJGH_00033)
32 31 30  DS-15_DS-15A (FBNLBJGH_00029)

DD T)— {0 MO

I
IMGPR _plasmid_3300010279_000250: 23,810-34,849 (-)
HTH-type transcriptional activator BerR (PJFAJHOF_00040)
Transcription elongation factor GreA (PJFAJHOF_00042)
Aspartate--tRNA(Asp) ligase (PJFAJHOF_00041)
\ 39 38 37 linco_LnuC-NCBIFAM lincosamide nucleotidyltransferase Lnu(C) (NFO00141.1) (PJFAJHOF_00036)

BT O - C— {0 »

I
IMGPR_plasmid_3300006144_000057: 33,404-47,279 (-)

Transcription elongation factor GreA (KEKPINEO_00041)

ﬁTH-type transcriptional activator BcrR (KEKPINEO_00039)

Aspartate--tRNA(Asp) ligase (KEKPINEO_00040)
\ 38 37 36 linco_LnuC-NCBIFAM lincosamide nucleotidyltransferase Lnu(C) (NFO00141.1) (KEKPINEO_00035)

pETTTTTO{TO- I — D {0 »

— —
IMGPR_plasmid_3300006148_000039:32,561-46,178 (-)

HTH-type transcriptional activator BcrR (DNILEDLN_00033)
32 31 30

O {)—E D) »

I
IMGPR_plasmid_3300008725.000147:25,215-36,028 (-)

T2
D— »

I
IMGPR_plasmid_3300029579_000102: 24,810-32,970 (-)
12

DA— {0 »

I
IMGPR_plasmid_3300029607_000143: 227-8,387 (+)
3',5'-cyclic adenosine monophosphate phosphodiesterase CpdA (PFGLNNFK_00033)
tRNA-Arg(cct)
3130

u —
IMGPR_plasmid_3300029241_000135:25,577-37,207 (-)

1 23
H—DG—D- ) »
IMGPR_plasmid_3300029518_000136: 183-9,284 (+)

HTH-type transcriptional repressor PurR (BKFNEJAD_00001)
2 3

D¢ {0 »

[ —
IMGPR_plasmid_3300029129_000091:218-11,096 (+)
1

¢—D{0 »

—
IMGPR_plasmid_3300029210_000115: 62-7,967 (+)
30

{0 »

I
IMGPR_plasmid_3300029117_000078: 25,577-33,482 (-)
Serine--tRNA ligase (BKMFJADL_00002)
1 3 4

EE 00— »

L] I
IMGPR_plasmid_3300029131_000131: 124-9,829 (+)

Deoxyguanosinetriphosphate triphosphohydrolase-like protein (PAEJJDHL_00001)
Sortase B (VF0789) (PAEJJDHL_00003)
2 4 5

@EHTTOEOG— {0 »

E——
IMGPR_plasmid_3300029360_000213:84-12,192 (+)
3130

B—L {0 »

—
IMGPR_plasmid_3300029213_.000119:25,568-33,833 (-)
12 3

BO-E— {0 »

—
IMGPR_plasmid_3300029359_000171:99-9,029 (+)
1 2

D — {0 »

I
IMGPR_plasmid_3300008282_000048: 326-8,815 (+)
Transposase from transposon Tn916 (EPEMANMG_00034)

IMGPR_plasmid_3300008479_000144: 25,756-37,860 ()
28 2726 25 24

@b H-E— {0 »

[ ] I
IMGPR _plasmid_3300028997_000043: 14,540-25,067 (-)
ANT_6-NCBIFAM aminoglycoside 6-nucleotidyltransferase (NFO33084.2) (LNFJEGIK_00002)
1 Purine nucleoside phosphorylase DeoD-type (LNFJEGIK_00003)

CE—{ {0 »

I I

IMGPR plasmid_3300029767_000088: 6-9,227 (+)
ANT_6-NCBIFAM aminoglycoside 6-nucleotidyltransferase (NFO33084.2) (DPEIDGBL_00030)
31 Purine nucleoside phosphorylase DeoD-type (DPEIDGBL_00029)

CE— {0 »

— —
IMGPR_plasmid_3300029423_000140: 25,081-34,302 (-)
1

d——_ {0 »

I
IMGPR_plasmid_3300029339_000192: 504-8,968 (+)
ANT_6_str-NCBIFAM streptomycin adenylyltransferase Str (NFO00062.1) (CGPPMGAE_00042)
45 44 43 Purine nucleoside phosphorylase DeoD-type (CGPPMGAE_00041)

I I
IMGPR_plasmid_3300029244_000147:31,759-43,690 (-)
sn-glycerol-3-phosphate import ATP-binding protein UgpC (MCGIIAED_00003)
Vitamin Blfmport ATP-binding protein BtuD (MCGIIAED_00004)
Dual-specificity RNA methyltransferase RImN (MCGIIAED_00001)
m-specifiéity iRNA methyltransferase RImN (MCGIIAED_00002)
5

EEOBE——/ - »
IMGPR _plasmid_3300029776_000163: 687-10,677 (+)
Dual-specificity RNA methyltransferase RImN (CGOLBGCI_00030)

HItABC (VF0268) (CGOLBGCI_00029)
| 28

EE— {0 »

I I
IMGPR_plasmid_3300014798_000103: 23,754-33,297 (-)
chrB-NCBIFAM 23S rRNA (guanine(748)-N(1))-methyltransferase ChrB (NFO00488.1) (FLEMHDFO_00033)
Vitamin B12 import ATP-binding protein BtuD (FLEMHDFO_00031)
Vitamin B12 import ATP-binding protéin BtuD (FLEMHDFO_00032)
Dual-specificity RNA methyltransferase RImN (FLEMHDFO_00034)
DNA gyrase subunit B (FLE‘MHDFO_OO?SS) ‘ ‘
36 30

DI — O DBE——_ {0 »
IMGPR_plasmid_3300007210_000108: 25,799-39,188 (-)
Transcription elongation factor GreA (PBFCHJNN_00033)

putative N-acetyltransferase YvbK (PBFCHJNN_00031)

Elongation factor F*—-(R)-beta-lysine ligase (PBFCHJNN_00032)
34 | | 30 29

HO A O

IMGPR _plasmid_3300007664_000111:23,916-37,905 (-)
Transcription elongation factor GreA (PGPAPEPI_00033)
Elongation factor Tu (PGPAPEPI_00031)
Aspartate-‘-tRNA(Asp) ligase (PGPAPﬁOOOBZ)
34

| 29
CHD 1A+ D— — MO
IMGPR_plasmid_3300007657_000070: 25,269-38,399 (-)

Fos_BSH-NCBIFAM FosB/FosD family fosfomycin resistance bacillithiol transferase (NFO00493.1) (ANAGNHAI_00005)
chloram_CatA-NCBIFAM type A chloramp%’nTcol O-acetyltransferase (NFO00491.1) (ANAGNHAI_00006)
Transcription elongation factor GreA (ANAGN HAI_00003)
tRNA-dihydrouridine synthase B (ANAGNHAI_00002)

1Aspartate-tRNA(Asp/Asn) ligase (ANAGNHAI_00004) 7 8 DS-15_DS-15A (ANAGNHAI_00009)

30

(S HOEOTTTTD— {0 o
IMGPR plasmid_3300028971_000070: 45-14,885 (+)

1 2 3
EE— ) H
IMGPR _plasmid_3300029058_000078: 337-9,759 (+)

1 2 3
DHAET— n
IMGPR plasmid_3300029008 000026:4-9,271 (+)
1 2 3
DD — W
IMGPR plasmid_3300029554 000082: 55-9,112 (+)

1 2 3
ED— o
IMGPR_plasmid_3300029483 000069: 200-9,667 (+)

35 34 33
BE— b

IMGPR_plasmid_3300029885_000130: 26,852-36,263 (-)
cd09641 CAS-I; (NBENODJK_00001)

2 3
IMGPR_plasmid_3300038313_000020: 137-9,897 (+)
putative peptidase (BLLGFCMM_00001)

2 3
D — il
IMGPR_plasmid_3300029770_000065: 34-9,199 (+)
1 2 3

ET—

IMGPR_plasmid_3300007184_000061:273-9,855 (+)
Elongation factor Tu (LADEHHDM_00040)

39 38
EDE—
IMGPR_plasmid_3300029108_000059: 35,672-45,013 (-)
Elongation factor Tu (INPOJAHA_00001)

2 3

D-{E)—E il

I
IMGPR_plasmid_3300007796_000060: 168-9,509 (+)

Elongation factor Tg(ﬁCCEGIHAL_OOOOZ)
Aspartate--tRNA(Asp/Asn) ligase (CCEGIHAL_00001)
S 4

| D SEND ) S D N S D

IMGPR_plasmid_3300030205_000009: 94-11,601 (+)
Elongation factor P--(R)-beta-lysine ligase (EDMAIHKD_00001)
Elongation factor Tu (EDMAIHKD_00002)

| y 3 4

| als — o

IMGPR_plasmid_3300008129_000070: 63-10,983 (+)
Elongation factor P--(R)-beta-lysine ligase (AMMBPFMN_00038)
Elongation factor Tu (AMMBPFMN_00037)

\ 1T 36 35

DD ) S S D

IMGPR_plasmid_3300029466_000099: 33,464-44,116 (-)
Elongation factor Tu (NOHCGJHM_00001)
2 3 DS-15_DS-15A (NOHCGJHM_00004)
{0 —— MOD
IMGPR_plasmid_3300029762_000078:477-10,106 (+)
Fos_BSH-NCBIFAM FosB/FosD family fosfomycin resistance bacillithiol transferase (NFO00493.1) (LJMJOIEN_00002)
Elongation factor Tu (LJMJOIEN_00003)
1| T 4 5
[
OO — \ o
— I
IMGPR_plasmid_3300029001_000024: 70-10,591 (+)
Elongation factor Tu (ENPIKGOF_00027)
28 | 26 25
OO — n
IMGPR_plasmid_3300008571_000132:22,878-32,915 (-)
Fos_BSH-NCBIFAM FosB/FosD family fosfomycin resistance bacillithiol transferase (NFO00493.1) (PIFAEBPG_00001)

T2 3 4
> o

— I

IMGPR _plasmid_3300029390_000121: 340-9,780 (+)

Fos_BSH-NCBIFAM FosB/FosD family fosfomycin resistance bacillithiol transferase (NFO00493.1) (MEHBHOMC_00031)
30 29 28

IMGPR _plasmid_3300029387_000122: 24,425-33,865 (-)

vanZ-F-NCBIFAM glycopeptide resistance protein VanZ-F (NFO00145.1) (NOFANFDA_00033)
32 31 30

0 ) — »D

IMGPR_plasmid_3300014565_000040: 25,469-35,449 ()
15
16 14 13

DEEEEED— MO

—
IMGPR_plasmid_3300023716_000030: 11,469-20,592 (-)

20 19 18 17
HED{D— H
IMGPR _plasmid_3300007801_000037: 14,219-24,338 (-)

34 33 32 31

BOE— H
IMGPR _plasmid_3300029676_000075: 26,230-36,181 ()

ifl2 3 4

EOT— M

—
IMGPR_plasmid_3300008404_000065:443-10,404 (+)

30 29 28

BT il

N
IMGPR_plasmid_3300029098_000072: 23,799-33,236 (-)

Transcription elongation factor GreA (IBJAJKFH_00001)
Elongation factor P--(R)-beta-lysine ligase (IBJAJKFH_00002)
3 4 5 6

BT E{OT— T o

§

I

IMGPR_plasmid_3300008096_000111:221-12,995 (+)

1 2 3
ED— o
IMGPR _plasmid_3300030365_000083:414-10,251 (+)

38 37 36

D — o
IMGPR _plasmid_330000861% 000038: 35,016-44,837 (-)

1 2 3 6 HEase_00017 homing (MJPNPJMN_00007)

I I

IMGPR_plasmid_3300007797_000068: 325-12,659 (+)

Heterocyst differentiation ATP-binding protein HepA (NAHNLEEM_00020)
19 18 17

[0 BN SR ) S W D

IMGPR_plasmid_3300008640_000077: 14,237-25,642 (-)
38 37 36 35 34

D) S50 SRS B ) S B N ¥

IMGPR_plasmid_3300007853_000049:27,447-39,373 (-)
Transcription elongation factor GreA (OPEONAFC_00043)
" HTH-type transcriptional activator mta (OPEONAFC_00041)
putative tRNA»dihyd rouridine synthase (OﬁEONAFC_OOO44)
Elongation factor P--(R)-beta-lysine ligase (‘OPEONAFC,OOO42)
40 39

oA o D

IMGPR_plasmid_3300006298_000081: 38,188-51,686 (-)

HTH-type transcriptional activator mta (NBNJCHAD_00038)

ATP-dependent g-phosphofructokinase (NBNJCHAD_00039)
37 36

D — - ) — il

—
IMGPR_plasmid_3300007360_000068: 36,257-47,246 (-)
12 3 4

O)-D)— O

IMGPR_plasmid_3300014934_000041: 163-9,785 (+)

1S91 family transposase ISMno24 (OJEKDFBL_00035)

1591 family transposase ISAzo26 (OJEKDFBL_00034)
3332 31 30

D B S1S ) S S W D

IMGPR_plasmid_3300006739_000058: 24,914-36,375 (-)
33 32 31 30 29

ESOD{TEp— M

I
IMGPR _plasmid_3300014535_000080: 23,915-34,511 (-)
mRNA interferase toxin YafQ (OACDHBAH_00002)
EIEgation factor Tu (OACDHBAH_00004)
1] 3 | 5 6

PO D) — D MO

I
IMGPR_plasmid_3300030438_000081:48-10,397 (+)
21 20
EO0— o

IMGPR_plasmid_3300029210_000091: 16,907-25,088 (-)

1 2
CD— »D

IMGPR_plasmid_3300014550_000052: 2-8,021 (+)

1 2
ED— Mo
IMGPR _plasmid_3300029527_000038: 61-8,467 (+)

36 3534
O E—— b
IMGPR_plasmid_3300029350.000138: 31,517-40,354 (-)

35 34 3332

COE—L MO

I
IMGPR_plasmid_3300029761_000143: 26,559-36,405 (-)

12
E— o
IMGPR_plasmid_3300029586_000202: 120-7,938 (+)
24 23
B— Mo
IMGPR plasmid_3300029553 000098: 19,866-27,630 ()

35 34 33 32drt-UG17 DRT (DHFKADJO_00031)
EEE O — M
IMGPR plasmid 3300029230 000076: 29,272-40,000 (-)

Methionine--tRNA ligase (FOCJJOHE_00001)
2 3 4 5 Demethylmenaquinone methyltransferase (FOCJJOHE_00006)

B - E—E T M
IMGPR _plasmid_3300029431_000116:19-11,560 (+)

Methionine--tRNA ligase (CBAEJFMK_00034)
33 32 31 30 Demethylmenaquinone methyltransferase (CBAEJFMK_00029)

— MO

I
IMGPR_plasmid_3300029333.000125:23,762-35,303 (-)
Elongation factor P--(R)-beta-lysine ligase (MAGEBNAC_00001)
2 3 4 5) Demethylmenaquinone methyltransferase (MAGEBNAC_00006)

\ D K Mo
IMGPR_plasmid_3300029776_000102: 13-12,163 (+)

1 Demethylmenaquinone methyltransferase (OAIKOIGN_00002)
I E— ul
IMGPR_plasmid_3300008750_000032: 114-8,970 (+)

2-methoxy-6-polyprenyl-1,4-benzoquinol methylase, mitochondrial (KAENBNPF_00023)
cd09641 CAS-I; (KAENBNPF_00022)
26 2524 | 21 20

! ul

L
IMGPR_plasmid_3300038316_000027: 17,163-29,084 (-)

1 5
¢— > WD
IMGPR_plasmid_3300029538_000062: 77-7,620 (+)

Tyrosine recombinase XerC (KKLBLDDP_00030)
29 28  DS-15_DS-15A (KKLBLDDP_00027)

D S B ) S B YO

IMGPR_plasmid_2806310967_000004: 22,953-33,455 (-)
1 2 3 4 9

OO ETT— MO

I
IMGPR_plasmid_3300018470_000027: 54-10,899 (+)
34 33 32 27

D) —__ b

— —
IMGPR_plasmid_3300008077_000125: 25,033-37,158 (-)

Transposase from transposon Tn916 (MBLCFGHF_00033)

34
373 35| 32 31 30 29

— o
IMGPR_plasmid_3300029332_000125:23,719-36,972 (-)
vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NFO33117.2) (BOALHPNA_00039)
HK_VanS_ACDEFG-NCBIFAM vancomycin resistance histidine kinase VanS (NFO33091.0) (BOALHPNA_00038)
FprBC (VF0272) (BOALHPNA_00037)
41 40 | | 36 35 34 33

IMGPR_plasmid_3300029410_000084: 28,729-43,276 (-)
vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NFO33117.2) (DDJHGAEM_00002)
HK_VanS_ACDEFG-NCBIFAM vancomycin resistance histidine kinase VanS (NFO33091.0) (DDJHGAEM_00003)
FbpABC (VF0272) (DDJHGAEM_00004)
1 | | 5 6

7 8
- M
IMGPR_plasmid_3300029750_000048: 42-13,683 (+)
putative N-acetyltransferase YvbK (BPFECKIH_00029)
Transposase from transposon Tn916(T3'ﬁ:ECKIH,OOO32)
Methionine--tRNA ligase (BPFECKIH_00031)
3534  Oxalate-binding protein (BPFECKIH_00030)
36 [ 33 | [T 28 27  DS-15_DS-15A (BPFECKIH_00026)

DODDED DT — {0
I »D
IMGPR _plasmid_3300006525_000091:22,567-36,199 (-)
HTH-type transcriptional activator mta (LGKAEMOF_00036)
Transposase from transposon Tn916 (LGKAEMOF_00038)
42 40
43 T41739 37

35 34

— o
IMGPR_plasmid_3300029010_000063:27,876-41,427 (-)
Cys-tRNA(Pro)/Cys-tRNA(Cys) deacylase YbaK (HMJDGAJH_00005)
tRNA (adenine(37)-Né)-methyltransferase (HMJDGAJH_00003)
Transcriptién elongation factor GreA (HMJDGAJH_00007)
L-glyceraldehyde 3—pHosphate reductase (HMJDGAJH_00006)

Branched-chain-amino-acid aminotransferase (H MJDGAJ H_OObO 1) putative N-acetyltransferase YvbK (HMJDGAJH_00009)
NAD-dependent protein deacetylase (HMJDGAJH_00004)
2 \ \ Aspartate--tRNA(Asp) ligase (HMJDGAJH_00008) 10 11 DS-15_DS-15A (HMJDGAJH_00012)

[ - HE@EHTTD D) als D— O

I

IMGPR_plasmid_3300029210_000190:82-20,717 (+)
LexA repressor (IMLNDNIM_00029)

28 27 26 25
EONEDD—{D— - o
IMGPR_plasmid_3300030459_000017:22,585-32,350 (-)
Fos_BSH-NCBIFAM FosB/FosD family fosfomycin resistance bacillithiol transferase (NFO00493.1) (FFFNEIMG_00008)

Transposase from transposon Tn916 (FFFNEIMG_OOOOé)
Transposase from transposon Tn916 (FFFNEIMG_OOOOS)
15630 family transposase ISCARN21 (FFFNEIMG,OOOOl)

2 3 4 | | 7 | 9 10
[
- D00 D n
— I

IMGPR _plasmid_3300014954 000062: 175-14,043 (+)
Sensor histidine kinase RcsC (LNCENMCN_00034)

33 32 31 25

B — s —{ - D

I
IMGPR_plasmid_3300029788_000184: 24,880-38,213 (-)
34 33 32

¢HCC—nEn  —{ D

I
IMGPR_plasmid_3300029435_000204: 25,105-37,948 (-)
1 2

pEEE— i - { D

—
IMGPR_plasmid_3300029445_000198:460-12,570 (+)
32

@/ - X

— —
IMGPR_plasmid_3300029428_000121:25,216-36,262 (-)
4 HEase_00017 homing (GBFKOPDJ_00005) 6

COO{OHED— {7 OO

— E—
IMGPR_plasmid_3300029556_000125:56-11,357 (+)
27 HEase_00017 homing (KNEAFABD_00026) 25

o T OPEED

— ——
IMGPR_plasmid_3300029606_000091: 23,499-34,799 (-)
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