anti-CRISPR-Cas evasion by DNA repair (AP1S131) (CDS_0066)
integrase (CDS_0073)

6§ transcriptional regulator (CDS_0077)
J 0 72 74 76[78
il

71] 179 | [79

IR D N E——
IMGVR_UViG_3300045988 045231|3300045988|Ga0495776_157345:41,128-48,187 (+)
71 DNA invertase (CDS_0072)

[ N ——
IMGVR_UViG_3300029558_000174|3300029558|Ga0245036_100005[431801-492145:41,132-48,934 (+)
71 72 73 74 DNA invertase (CDS_0075)

N N S — A EE—
SAMNO6164616_al ct153016_vs1:41,132-51,089 (+)
61 69 70 DNA invertase (CDS_0071)

o

I S . — N
IMGVR_UVIG_3300029816_000135|3300029816|Ga0244888_100042|121884-182115:40,549-49,061 (+)
71 72 73 74 75 76 77 78 79 integrase (CDS_0080)

----- I ¢ & [} || B |
uvig 526671:41,132-60,279 (+ )
head maturation protease (CDS_0075)
67
66168 72 7374 76 77 integrase (CDS_0078)

I NN B
uvig 161440:41,145-52,672 (+)
integrase (CDS_0068)
64 67

| —
IMGVR_UVIiG_ 3300029342 000123|3300029342\GaO243726 1000314:40,543-47,984 (+)

67 integrase (CDS_0068)

NN B SN E——
IMGVR_UViG_3300029413 000073|3300029413]|Ga0243792_1000303:40,543-48,512 (+)
67 DNA invertase (CDS_0068)

] N N
MGV-GENOME-0330496:40,531-48,083 (+)
67 DNA invertase (CDS_0068)

N N I N
IMGVR _UViG_3300029373_000332|3300029373|Ga0243914_100432|7936-67262:40,540-48,157 (+)
68integrase (CDS_0069)

RN SN N
IMGVR_UVIG_3300045988 038630|3300045988|Ga0495776_163998:40,540-48,228 (+)
68 DNA invertase (CDS_0069)

N N I N A N
IMGVR_UViG_3300035655_000230|3300035655|Ga0134475_000039]52855-112716:40,538-48,775 (+)
68 DNA invertase (CDS_0069)

————— . —
MGV-GENOME-0336698:40,540-47,965 (+)
69 DNA invertase (CDS_0070)

| N R — N
MGV-GENOME-0331508: 40,604-48,319 (+)
69
68 | DNA invertase (CDS_0070)

RSN B
MGV-GENOME-0340497:40,543-49,054 (+)
68 DNA invertase (CDS_0069)

L 1L NN
MGV-GENOME-0338385:40,541-48,720 (+)
69 DNA invertase (CDS_0070)

[ 1 NI
MGV-GENOME-0330384:40,535-47,902 (+)
67
T68 69 integrase (CDS_0070)

N D N N S NN E—
IMGVR_UViG_3300029419 000002|3300029419|Ga0243913_100548:40,540-49,779 (+)
68 69 integrase (CDS_0070)

[ N . B S —
uvig_500918:40,676-52,613 (+)
67 integrase (CDS_0068)

I N B N N E—
IMGVR_UViG_3300029412_000327|3300029412|Ga0243915_100407|1-59849: 40,540-48,679 (+)
transposase (CDS_0067)
68 integrase (CDS_0069)

11 N ]
ivig_2176:40,540-49,284 (+)
67 68integrase (CDS_0069)

R R B N SRR B
IMGVR _UViG_3300029424 000107|3300029424|Ga024378%_1000305:40,543-49,303 (+)
68 69 integrase (CDS_0070)

NN I S SR B
IMGVR_UViG_3300045988_049016|3300045988|Ga0495776_054669: 40,455-48,971 (+)
REase_I_00151 Type (CDS_0069)
68 | DNAinvertase (CDS_0070)

| L L] LR e d
MGV-GENOME-0332169:40,541-49,068 (+)
65 68 DNA invertase (CDS_0069)

] — . E—
IMGVR_UViG_3300023505_000280|3300023505|Ga0257035_100009|185336-245283: 40,540-48,778 (+)
68 DNA invertase (CDS_0069)

[ N
IMGVR_UViG_3300029543_000179|3300029543|Ga0244989_100109|12776-71642:40,543-47,695 (+)
69
6870 71 72 integrase (CDS_0073)

7 —§F— 1y ]
uvig 391676:40,516-51,659 (+)
67 73

(N N B B
MGV-GENOME-0333936:40,540-47,154 (+)
68 69 70 71 72 73 integrase (CDS_0074)

o A T & " | /| B ]
uvig 505891:40,677-56,324 (+)

DNA invertase (CDS_0070)
63 69 74

—— S —— . —
MGV-GENOME-0331232:40,342-48,637 (+)

69 integrase (CDS_0070)

I A I S N EEm—
IMGVR_UViG_3300029830_000133|3300029830|Ga0245137_100375:40,326-48,898 (+)
71
70| DNA invertase (CDS_0072)

N N I
MGV-GENOME-0340903: 40,206-49,280 (+)
68 integrase (CDS_0069)

N N S N ——

IMGVR_UVIiG_3300045988 040591|3300045988|Ga0495776_151554:40,541-48,016 (+)
64 66

58 59 60 165  integrase (CDS_0068)

I N . N -
IMGVR_UViG_3300045988_035178|3300045988|Ga0495776_025667:38,569-47,307 (+)

64
63[65

I N -
IMGVR_UViG_3300029430_000374|3300029430|Ga0243922_100333|1-58484:38,566-46,732 (+)

DNA invertase (CDS_0068)
64 67

1 '] i
MGV-GENOME-0328737:39,460-47,213 (+)
67 DNA invertase (CDS_0068)

N I S (LR
IMGVR_UViG_3300029339_000327|3300029339|Ga0242823_1000179]45716-104930: 39,500-48,127 (+)
vanH_gen-NCBIFAM D-lactate dehydrogenase VanH (NFO00492.1) (CDS_0065)

62 63 64 66 67 68integrase (CDS_0069)
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uvig_323672:34,358-48,820 (+)
tet_protect-NCBIFAM tetracycline resistance ribosomal protection protein (NFO12153.1) (CDS_0071)
73
67 68 6970 72 T74 integrase (CDS_0075)
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uvig_520393:40,440-55,018 (+)
glutamine amidotransferase (CDS_0079)

DnaB-like replicative helicase (CDS_0068) 73 78
67 69 70 71 72 [74 75 7677] | integrase (CDS_0080)
N I N N | e e e arrrare T el s e —— e —

Ma_2019_SRR413594 NODE_161_length_72722_cov_5.342219:40,540-61,551 (+)
glutamine amidotransferase (CDS_0074)
DnaB-like replicative helicase (CDS_0068)
72
67 69 70 71173 | DNAinvertase (CDS_0075)
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I .
3
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SAMNOO791939 al ct32772 vs1:40, 540 55 200( )
SbeD-like subunit of palindrome specific endonuclease (CDS_0090)
tet_protect-NCBIFAM tetracycline resistance ribosomal protection protein (NFO12153.1) (CDS_0073) 85
76 79 87 tRNA-Val(TAC)
67 68 6970 71 72 74 7577 78 18081 82 83 84 86 8889 91 92 integrase (CDS_0093)

1 ] e Rese s XT integrase (CDS

74

L & —— N L] — R — . —
uvig_294903:40,556-76,001 (+)

68 76
6716970 71 72 73 757778 79 80 81 integrase (CDS_0082)
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G_3300045988_166864|3300045988|Ga0495776_155630:40,515-63,599 (+)
tet protect NCBIFAM tetracycline resistance ribosomal protection protein (NFO12153.1) (CDS_0075)
SbcD-like subunit of palindrome specific endonuclease (CDS_0077)
69 70 7172 73 74 ‘ 76 78 79 integrase (CDS_0080)
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uvwg 357590 40,588-63,834 (+)

vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NFO33117.2) (CDS_0077)
regulator of chromosome condensation (CDS_0072
69 UG17 (CDS_0073) 76

687071 74 75]

78 79 80 81 82 83 84 85 86 87 88 89 integrase (CDS_0090)
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|

uvig_400017:40,196-74,802 (+)
64
57 63 | DNA invertase (CDS_0065)

L L. LR ]
MGV-GENOME-0328070: 38,237-46,636 (+)
63 integrase (CDS_0064)

I . . S N —
MGV-GENOME-4427855:38,237-46,555 (+)
62

L d I -
IMGVR_UViG_3300029441_000392|3300029441|Ga0243753_1000023|122521-180585: 38,242-46,067 (+)
66

N N R AN N E—
IMGVR UVIG_3300045988_025050|3300045988|Ga0495776_187844: 38,861-44,901 (+)
64 65

I N BN N
IMGVR _UViG_3300045988_021666|3300045988|Ga0495776_158312: 38,565-44,844 (+)
vanT-G-Cterm-NCBIFAM serine racemase VanT catalytic subunit (NFO33131.1) (CDS_0081)
tet_protect-NCBIFAM tetracycline resistance ribosomal protection protein (NFO12 153.1) (CDS_0071) tetrahydrofolate dehydrogenase and cyclohydrolase (CDS_0088)

Hemolysin HIyA (VF0646) (CDS_0083)
MazEF_MazF (CDS_0082)
FtsK/SpolllE-like protein (CDS_0086) integrase (CDS_0097)
68 69 72 T74 75 76 77 7879 80 T‘ 84 85 87 | 89 9091 92 93 94 95 9

I E—
uvwg 525026 40,544-83,763 (+
tet_protect-NCBIFAM tetracycllne resistance ribosomal protection protein (NFO12153.1) (CDS_0071)

vanT-G-Cterm-NCBIFAM serine racemase VanT catalytic subunit (NFO33131.1) (CDS_0081)
tetrahydrofolate dehydrogenase and cyclohydrolase (CDS_0088)
68 69

Hemolysin HlyA (VF0646) (CDS_0083)
MazEF__MazF (EDS_0082)
79 ‘ FtsK/SpolllE-like protein (CDS_0086)

72 T74 75 76 77 78] 80 84 85 87 | 89 90 91 92 93 integrase (CDS_0094)

uvwg_363318 40 540- 78 270 (+
tet_protect-NCBIFAM tetracycllne resistance ribosomal protection protein (NF012153.1) (CDS_0073)

vanT-G-Cterm-NCBIFAM serine racemase VanT catalytlc subunit (NFO33131.1) (CDS_0083)
Hemolysin HiyA (VF0646) (CDS_0085)
MazEF_MazF (CDS_0084)
70 71

74 T76 77 78 79 8081 82 T | 88788 89 90 91 92 integrase (CDS_0093)

N D R
uvig_69815:40,107-73,420 (+)
Ciuiron uptake and siderophore biosynthesis system (VF0740) (CDS_0085)
ABC transporter (VF0741) (CDS_0084)
head maturation protease (CDS_0086)
69 70 71 72 73 74 75 76 77 787980 81 82 83 | | | 87 88 integrase(CDS 0089)

L . | N S S N N N S S S S E——
uvig_77299:40,323-70,680 (+)
tet_protect-NCBIFAM tetracycline resistance ribosomal protection protein (NFO12153.1) (CDS_0072)
ABCF_OptrA-NCBIFAM ABC-F type ribosomal protection protein OptrA (NFO00514.1) (CDS_0071)
'ABCF_OptrA-NCBIFAM ABC-F type ribosomal protection protein OptrA (NFO00514.1) (CDS_0081)
7476 FbpABC (VF0272) (CDS_0089)
73 T77’5V7 78 79 80 82838485 86 87 88T 909192 93 94 95 96 integrase (CDS_0097)

6768 69 70

a5 | ] . -]/ 5 [ > | — ‘&4 .} ]| § ]|
uvig 166591:40,541-79,288 (+)
10000 nt {
DNA, RNA and nucleotide metabolism head and packaging integration and excision lysis moron, auxiliary metabolic gene and host takeover other transcription regulation
— I

unknown function defence (DefenseFinder) defence (PADLOC) virulence (VFDB) anti-defence (dbAPIS) AMR (AMRFinderPlus) tRNA
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