glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0042)
AAA domain, putative AbiEii toxin, Type IV TA system (CDS_0052)

gamma-glutamyl cyclotransferase (CDS_0038) sporulation stage Ill protein D (CDS_0068)
“MutT/NUDIX hydrolase (CDS_0045) transcriptional regulator (CDS_0075)
amidﬂﬁe eﬁzyme (CDS_0039) P(1)-type Mn2+ transporting ATPase (VF0848) (CDS_0066) Retron_VI_HTH (CDS_0074)
40 | 44 49 integrase (CDS_0071) 77
37 4143 46 47 48 | 50 51 53 545556 57 58 5960 61 62 63 6465 67 69 70 72 73 76T

uvig_325714 2;794:586 17(+)
P(1)-type Mn2+ transporting ATPase (VF0848) (CDS_0056)

42 44 49 sporulation stage Ill protein D (CDS_0058)
43 45 46 4748750 51 52 535455 | 57 | 59 60 integrase (CDS_0061)
- _——
uvig 536074 27776:52399(+)
replication initiation protein (CDS_0044) P(1)-type Mn2+ transporting ATPase (VF0848) (CDS_0058)
transcriptional repressor (CDS_0043) RcsAB (VF0571) (CDS_0052)
excisionase (CDS_0045) HitABC (VF0268) (CDS_0050) sporulation stage Ill protein D (CDS_0060)
SLS (VF0251) (CDS_0048)| Sigma L (VF0855) (CDS_0053) integrase (CDS_0063)
42 46 47 49 51 | | 54 55 5657 59 61 62 transcriptional regulator (CDS_0066)
M — I — I — I .
uvig 225387 27803:54201(+)
P(1)-type Mn2+ transporting ATPase (VF0848) (CDS_0056)
RecsAB (VF0571) (CDS_0050)
SLS (VF0251) (CDS_0046) SigmaL (VF0855) (CDS_0051)
44 HitABC (VF0268) (CDS_0048) sporulation stage Ill protein D (CDS_0058)
42 43 45 | 47 49 | 52 53 5455 | 57 | 59 60 integrase (CDS_0061)

uvig_283259 37758:51536(+)

integrase (CDS_0046) P(1)-type Mn2+ transporting ATPase (VF0848) (CDS_0055)
49 53 sporulation stage Il protein D (CDS_0057)
39 43 44 45 4748 50 51 52 [54 | 56 58 59  integrase (CDS_0060)
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uvig_488473 2-7779:49483(+)

Avd protein of QGR (CDS_0049)
RT_III-AM_III-B_2 (CDS_0050)  P(1)-type Mn2+ transporting ATPase (VF0848) (CDS_0060)

minor tail protein (CDS_0045) Retron_VI_HTrH (CDS_0055)
head protein (CDS_0046) holin (CQS_OOS2) transposase (CDS_0057)
tail protein (CDS_0048) amidase (CDS_0053) sporulation stage Ill protein D (CDS_0063)

42 43 44 | 47 | | 51 54| 56 5859 | 6162 | 64 65  integrase (CDS_0066)
PEEHHHBEEDEDRED{TOIBNTEOHE- OO D@D -CIEE)D-Bb
uvig_540911 27777:55111(+)

42 43 44 45 46 integrase (CDS_0047)
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uvig 212820 27787:43023(+)

CDS_0042
| CDS_0043 integrase (CDS_0044)

|MGVR?UVi6:33000295277000051|3300029527\Ga02449387100281 27794:36749(+)
42 43 44 45 46 47 48 integrase (CDS_0049)

uvig_125745 37814:44525(+)
CDS_0043

|MGVR?UViG:33OOO292577000215|33OOO29257\6301686757100133%1559-121733 27794:33368(+)

integrase (CDS_0043)
CDS_0042
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MGV-GENOME-0334221 27935:35004(+)
integrase (CDS_0043)

CDS_0045
CDS_0042 | CDS_0044

| MGVR?U\/i6:33000295647000248|3300029564\Gao2449 19_100347(15804-78767 27800:36453(+)

CDS_0041lintegrase (CDS_0044)
endolysin (CDS_0036) CSS£O43

|

MGV-GENOME-0332600 25863:34872(+)
CDS_0041
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ivig_4527 25763:34775(+)

CDS_0044
CDS_0043 CDS_0046

| |cps.0045

IMGVR_UVIG 3300029871 000319]3300029871/Ga0245314_100195]409-63656 27794:37047(+)

CDS_0042 integrase (CDS_0044)
DS_0043
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ivig_2760 277-76:35521(+)

integrase (CDS_0043)
CDS_0042
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_ .
MGV-GENOME-0335375 27777:34896(+)
CDS_0042 CDS_0043

IMGVR_UViG_3300029819_000234|3300029819|Ga0245024_100091|101283-162931 27800:34391(+)

CDS_0042  integrase (CDS_0044)
DS_0043
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uvig 80932 2;785:35937&)

integrase (CDS_0046)
43 44 45 integrase (CDS_0047)

uvig_80739 27-788:37470(+)

44 47
43] 4546 integrase (CDS_0048)

i

IMGVR_UViG_S‘-SOOO45988_127986|3300045988\GaO495776_ 121851 27752:36359(+)

integrase (CDS_0047)
44
43 T 4546 integrase (CDS_0048)
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MGV-GENOME-O338489 27752:36848(+)

CDS_0044
CDS_0043 T integrase (CDS_0045)
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IMGVR_UViG_3-300045988_124417|3300045988\Ga0495776_11 1887 27752:35336(+)

integrase (CDS_0047)
44
431 4546 48 49 50 51 52 53 54
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IMGVR_UViG_S‘-300029246_00031 1/3300029246|Ga0168681_100230|8022-79648 27752:44433(+)
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43 45147 48

IMGVR_UViG:3SOOOO750 1_000273|3300507_501\Ga0 104994 100249[15484-78064 27794:35931(+)

CDS 0044
CDS_0043
CDS_0042] | CDS 0045

IMGVR_UViG:7000OOOZ39_OOO172 |-750000239\SR501395 1. WUGC _scaffold_62110 27776:35019(+)

42 44
43 45 46 47 integrase (CDS_0048)

uvig_41652 2;776:39063(+)

42 44
23 4546 47 48
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IMGVR_UViG_3300007524_000308|3300007524|Ga0105481_1000202|3-64119 27776:37680(+)

CDS 0044
CDS_0043
CDS 0042 | | CDS 0045

IMGVR,UVi6:3300029056,0@333_300029056\ Ga0169699 100164|22958-84373 27776:34763(+)
44
43
42] 45integrase (CDS_0046)

= — i —
MGV-GENOME-0331794 27794:35131(+)

43 45
44 46 47 48  integrase (CDS_0049)

uvig 313135 56979:3872é(+)
Mokosh_Typell__MkoC (CDS_0046)

42 44
4345 integrase (CDS_0047)

IMGVR_UViG:33000296 12_000429|3300029612\Ga024557_100127| 59231-123990 27776:38189(+)

Gar/GrdA family gentamicin resistance ATP-binding protein (NFO38208.1) (CDS_0045)
MutT/NUDIX hydrolase (CDS_0046)
42 44 48
43 47]49  integrase (CDS_0050)
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uvig_5933 27776:37319(+)

42 44 integrase (CDS_0048)
43 45 46 47 49 integrase (CDS_0050)

IMGVR_UViG:3300045988_130973|3300045988\630495776_032853 27794:38025(+)
41 42 43 44 45 46 47 48 integrase (CDS_0049)

ig. 232540 26043:38923(+)

replication initiation protein (CDS_0046)
FtsK/SpolllE-like protein (CDS_0047)
44 ‘ 48
42 437 45 14950  integrase (CDS_0051)
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ig. 239728 27802:40876(+)

endolysin (CDS_0048)

CDS_0044
CDS 0042 [CDS 0047

CDS 0043 | | CDS.0049

IMGVR_UVIG_3300045988_122562|3300045988|Ga0495776_074004 27726:32350(+)

CDS_ 0042 CDS 0044
CDS_0043
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MGV-GENOME-0331919 27777:33325(+)

42 44 47
43 45 46 | 4849
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|MGVR_U\/i6:3300029870_000207|3300029870\(3302453 12_100038|16871-80113 27775:36780(+)

44
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IMGVR_UViG:3300029844_OOO271|3300029844\Ga0245276_1000226\ 24905-87122 27794:35515(+)

HitABC (VF0268) (CDS_0049)
48 metallo-endopeptidase (CDS_0053)
46] MntABC (VF0455) (CDS_0051)
4243 44 45 47 | 50 52 54 55  integrase (CDS_0056)
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uvig 288469 E7758:46350(+)

FabG-like 3-oxoacyl-(acyl-carrier-protein) reductase (CDS_0049)
MntABC (VF0455) (CDS_0053)
HitABC (VF0268) (CDS_0051)
42 44integrase (CDS_0047) ‘ peptidase (CDS_0055)
43 4546 [ 48| 50 52 54 56 57  integrase (CDS 0058)
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uvig 248639 E7776:48341(+)

transcriptional repressor (CDS_0047)
MntABC (VF0455) (CDS_0052)

4% {4 integrase (CDS_0049) metallo-endopeptidase (CDS_0054) HAD-superfamily hydrolase (CDS_0058)
23 45 46 | 48 50 51 | 53 55 56 57 59 integrase (CDS_0060)
PACHIHBED-EHESE-ESEIO O O - O acHD-Bb

uvig 540065 27776:53938(+)

Retron_VI__HTH (CDS_0057)
ntABC (VF0455) (CDS_0060)
PD-T4-2_PD-T4-2_A (CDS_0054)
42 44 56 peptidase (CDS_0062)
43 45 46 47 4849 50 515253 iT 58 59 61 63 64 integrase (CDS_0065)
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uvig 69816 2;809:53945(+)
42 43 44 45 46 47 48 49 50 51 52 53 integrase (CDS_0054)

vig_ 540602 27794:47793(+)

44
46 48 51
4345/47] 49 50 52 53 5455 56 57 integrase (CDS_0058)

uvig_140829 2?752:44871(+)

transcriptional regulator (CDS_0044)

inteEEse (CDS_0046) DNA methyltransferase (CDS_0055)
integrase (CDS_0047) DNA methyltransferase (CDS_0054)

42 43 | 45| 4849 50 515253 | 56 integrase (CDS_0057)
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uvig 99047 27722:44937(+)

Septu__PtuA (CDS_0043)
integrase (CDS_0046)
42 44 45 474849 50 51 52
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uvig_258329 57790:43751(+)
AbiT_AbiTii (CDS_0054)

MutT/NUDIX hydrolase (CDS_0044) AbiT_AbiTi (CDS_0053)
hydrolase (CDS_0043) integrase (CDS_0050)
42 | 4546 47 48 49 51 52 55 integrase (CDS_0056)

ig 1998 27771:46787(+)

DNA polymerase/primase (CDS_0047)
integrase (CDS_0045) transcriptional repressor (CDS_0053)
42 4344 [ 46 | 4849 50 51 52 [ 5455

= — — i —
IMGVR_UViG_3300029722_000153|3300029722|Ga0245188_100051[67036-136133 27794:42081(+)

Pneumococcal iron uptake (VF1066) (CDS_0047) FbpABC (VF0272) (CDS_0058)
42 ABC transporter (VF0741) (CDS_0048) RegX3 (VF0858) (CDS_0061)
14344 45 46 | 49 50 5152 53 5455 56 57 59 60 | 62 63 64  integrase (CDS_0065)
— I I — I —-—

uvig 69012 27776:56139(+)
integrase (CDS_0045) transposase (CDS_0061)
48 58 64

42 43 44 4647149 50 51 52 5354 55 56 57| 59 60 62 63765 66  integrase (CDS_0067)

IMGVR_UViG:3300029700_OOO 107|3300029700]|Ga0245207_100347 27776:53583(+)
DNA helicase (CDS_0050)

integrase (CDS_0046) Retron_VI_HTH (CDS_0052)
48 DNATnethyItransferase (CDS_0055)
43 4445 47 49 51 |53 56 57

o > aa

MG\/—GENOME-0349911 27792:48447(+)

CDS_0035
CDS.0034  CDS_0039

| I — | —
IMGVR_UViG_3300045988_125542|3300045988|Ga0495776_111684 25249:33257(+)

integrase (CDS_0101)
98 99100 | 102

Uvig 515573 68240:73435(+)
95 96 97 98 99

|MGVR?UViGj:3OOOlOZ787OOO172|3300010278\63012931171000134 64000:69375(+)

integrase (CDS_0089)
86 8788 | 90
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uvig 21174 63177:67359(+)

integrase (CDS_0091)
88 8990 | 92
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vig_5343 60305:65728(+)

integrase (CDS_0105)
102
101 | 103 104 106
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| MGVR_U\/iG_3-3000295 15_000234[3300029515|Ga0244841_100023|3-73648 67837:73645(+)
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IMGVR_UViG_-2788500105_000002|2788500105\2788535405|221769417 63543:69196(+)

integrase (CDS_0092)
89 9091 93
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IMGVR_UViG:SSOOOZS‘?66_000072|3300028966\ Ga0169696_100106|264-64267 58689:64003(+)

96 98 100
57 997 101

|MGVR?UViG:3SOOOO79917000302|3300007991 |Ga0105643_100238|16710-93942 72544:77061(+)

CDS_0094
CDS 0093
CDS_0092 | CDS 0095

IMGVR?UViG:2833350782,000002|2833350782\2833350815| 18973-90731 67242:71625(+)

transcriptional regulator (CDS_0046)
integrase (CDS_0045)
44 48
43] 47749 50
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transcriptional regulator (CDS_0045)

42 RM_Type_ll__Type_ll_MTases__ Type_ll_MTases_FAM_0 (CDS_0054)
3 49 RM_Type_ll__Type_ll_MTases__Type_l|_MTases_FAM_0 (CDS_0056)
41|44 | 46 47 4650 51 5253 | 55 57 58 59 6061

| MGVR?UVinSSOOOOSS71700037%00008571 |Ga0111077_100096|25636-101559 25824:48891(+)

vancomycin resistance histidine kinase VanS (NF033091.0) (CDS_0095)
AAA domain, putativMiii toxin, Type IV TA system (CDS_0097)
FbpABC (VF0272) (CDS_0093)
RegX3 (VF0858) (CDS_0092) ‘L
89 91 hoeris_ll__ThsA_new_petit (CDS_0099)
50 94 | 96 98 | 100 101

:
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= — — — —
IMGVR_UViG_3300029710_000337|3300029710|Ga0245233_100124(89973-161648 60217:71505(+)
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