hemolysin (CDS_0037) rolling circle DNA replication initiation (CDS_0052)

holin (CDS_0038) HEase_00016 homing (CDS_0048) B
| T endolysin (CDS_0039) 40 41 42 43 44 45 46 47 4950 51 53 54
b 0—C XK —CHFEHOBL_ PO L D

IMGVR_UViG_3300045988_093066|3300045988|Ga0495776_111141:29,251-39,864 (+)
36 40 44 45

DL X (K @-@obl O - o
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IMGVR_UViG_3300045988_099916|3300045988|Ga0495776_083694:28,413-37,503 (+)

39 44 45 50
bl - K &b B
MGV-GENOME-0263791: 28,962-39,099 (+)

44 45
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IMGVR_UViG_3300045988_103385|3300045988|Ga0495776_086244:28,570-38,671 (+)

42 44 45

L e ——
uvig_44470_:29,515-39,373 (+)
transcriptional regulator (CDS_0048)

47
45 46|
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MGV-GENOME-0267562:28,421-39,795 (+)
41 transcriptional regulator (CDS_004¢6) 47

I . — I R — I
IMGVR_UViG_3300029380_000016|3300029380|Ga0243900_1000792: 28,997-39,497 (+)
transcriptional regulator (CDS_0045) 46
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uvig 450677 28,841-38,796 (+)
holin (CDS_0042) 48 49 50
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| N S
uvig 581950:28,193-37,896 (+)
transcriptional regulator (CDS_0044)
a3 | 46 HEase 00016 homing (CDS_0048)

| S — I NN N DN
IMGVR_UViG_3300045988_093998|3300045988|Ga0495776_017047:28,578-37,826 (+)
transcriptional regulator (CDS_0045)
39 44 | 46 50 51 53

. E—
uvig 517229:27,257-39,870 (+)

I S S SIS S S S S N R BRI — E—
IMGVR_UViG_3300045988_087336|3300045988|Ga0495776_044031:28,762-39,015 (+)

endolysin (CDS_0039) 44 45 46
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IMGVR_UViG_3300029684_000020|3300029684|Ga0245194_100892: 28,607-38,021 (+)
34 42 43 44
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MGV-GENOME-0307367:28,223-36,689 (+)
45 46 HEase_00016 homing (CDS_0047)
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MGV-GENOME-0261121:28,443-38,627 (+)

454647 48 53
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IMGVR_UViG_3300045988_090920|3300045988|Ga0495776_043896: 28,804-38,962 (+)

444546 47
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MGV-GENOME-0264700: 29,068-39,274 (+)

transcriptional regulator (CDS_0047)
40 4546 | 48 50 52
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MGV-GENOME-4415816:29,467-38,302 (+)

transcriptional regulator (CDS_0046)
4445 | 47
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IMGVR_UViG_3300045988_108031|3300045988|Ga0495776_025749:29,311-38,421 (+)

transcriptional regulator (CDS_0046)
4445 | 47 51
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IMGVR_UViG_3300045988_081602|3300045988|Ga0495776_041703:28,268-37,994 (+)

transcriptional regulator (CDS_0045)
4344 46
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IMGVR _UViG_3300029538_000149|3300029538|Ga0244900_100367|30948-68990: 28,380-38,025 (+)
transcriptional regulator (CDS_0041)
38 [ 42
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uvig_79852:27,389-36,255 (+)

42 43 HEase 00016 homing (CDS_0044)

MGV-GENOME-0244399: 28,392-35,838 (+)
43
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IMGVR_UVIG_3300045988_110834|3300045988|Ga0495776_084365: 29,224-37,750 (+)
41 42
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IMGVR_UViG_3300045988_085876|3300045988|Ga0495776_087299:28,584-37,056 (+)
42 45 46
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. EE— —— N - — EE—
MGV-GENOME-0252006: 29,122-37,056 (+)

Reverse transcriptase
hemolysin (CDS_0037) 43

1 ] I
uvig_160116:28,869-37,685 (+)
39 40 4243 44

I E— N —— — — — E—
MGV-GENOME-0276324:28,457-35,105 (+)

39 4243 44

I B S I N S —
IMGVR_UViG_3300045988_065456|3300045988|Ga0495776_176100: 28,457-35,105 (+)
39 41 43 44 45
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MGV-GENOME-0302037: 28,311-34,709 (+)
ABC transporter (CDS_0040) 44 45 46

L e e v e—
uvig_164501:28,620-39,998 (+)

N N S S . — I
IMGVR_UViG_3300045988_050730|3300045988|Ga0495776_153842: 28,620-34,909 (+)
40 42 43 44

PEODL & OO T D
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uvig 234780: 28,785-38,163 (+)
26 27 28 34 35

. S S S S —
IMGVR_UViG_3300045988_085867|3300045988|Ga0495776_182145:20,892-31,816 (+)

43 44 45
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IMGVR_UVIG_3300045988_102261|3300045988|Ga0495776_162566: 28,844-38,197 (+)

42 43 44
N N N  — I T rre e — I
IMGVR_UVIG_3300045988_120097|3300045988|Ga0495776_148630: 28,594-37,956 (+)

42
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IMGVR_UVIG_3300045988_100928|3300045988|Ga0495776_148432: 28,712-37,240 (+)

42
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IMGVR_UVIG_3300045988_053422|3300045988|Ga0495776_127520: 28,054-36,782 (+)
40 44 454647 48
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IMGVR_UViG_3300045988_034145|3300045988|Ga0495776_125715:29,252-38,107 (+)

39 40 44
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uvig_284273: 28,868-40,389 (+)
40 44 454647 48

| I N
MGV-GENOME-0265877: 28.412-39,467 (+)
40 44 454647 48

. eSS e ——
IMGVR_UViG_3300045988_095574|3300045988|Ga0495776_026018:28,412-39,467 (+)
43 444546 47
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MGV GENOME 0258268:29,283-37,948 (+)
40 41

[ N R N
MGV-GENOME-0244335: 26,916-35,827 (+)
40 41 42

(N N N —
uvig_34831:28,005-35,950 (+)
capH (CDS_0043)
41 42 44 45 HEase_00016 homing (CDS_0046)

DD @@ @b e D

— [ N BN NN
IMG\/R U\/|G 3300045988 072304|3300045988\GaO495776 084364 27 718-37 748( )
capH (CDS_0042)
40 41 43 44 HEase_00016 homing (CDS_0045)

DD @O D

—— I — A ]
MG\/ GENOME 0234052:24,061-34 094( )
capH (CDS_0045)
40 41 43 44 46 47 4849 50

(N N S N L —————————————————————————
IMGVR_UViG_3300045988_134229|3300045988|Ga0495776_161632:27,759-42,320 (+)
vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NF033117.2) (CDS_0042)
HK_VanS_ACDEFG-NCBIFAM vancomycin resistance histidine kinase VanS (NF033091.0) (CDS_0043)
41 \ ABC transporter (CDS_0044) 46 48
[

— - |
IMGVR_UViG_3300029548 _000067|3300029548|Ga0245003_100630: 28,891-42,559 (+)
42 45

I S e B EE E S  SE S EE S  E—
uvig_255720:28,735-40,794 (+)

capH (CDS_0049)
394041 42 43 45 46 47 48 5051
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uvig_228558:28,114-38,042 (+)

capH (CDS_0049)

42 45 46 47 48 5051
I I R S S | — [—— W — ] —
MGV-GENOME-0257730: 28,114-38,042 (+)
46 49

L L el e —

uvig_474895:29,136-37,689 (+)
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