Gp2.5-like ssDNA binding protein and ssDNA annealing protein (CDS_0024)
minor head protein (CDS_0014) DNA invertase (CDS,O(EI)
endolysin (CDS_0019)
tail protein (CDS_0015) holin (CDS_0018) | DNA polymerase (CDS_0026)
tail protein (CDS_(%ﬁ) exonuclease (CDS_0023)
16 | | 2022 |25

I I
MGV-GENOME-0261063:10,623-23,611 (+)
endolysin (CDS_0018)
20
19] 21

OO OO0

I I
MGV-GENOME-0272703:10,617-21,536 (+)
integrase (CDS_0022)
integrase (CDS_0023)
distal tail protein Dit 1920 21 | 24 25

I -
MGV-GENOME-0281489: 10,617-27,787 (+)
13 18 19

0 O B I, B, vy )

I
MGV-GENOME-0245010: 9,895-19,979 (+)
trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0032)

DNA invertase (CDS_0022) Lamassu-FarTn_LmuA_eﬁector_hypothetical (CDS_0035)
endolysin (CDS_0019) MTase_|I_00164 Type (CDS_OOZS)‘
intégrase (CDS_0023) Lamassu-Fam__LmuC_acc_hypothetical (CDS_0034)
21 25 Lamassu-FamiLmuE,SMC,hythe‘tical (CDS_0033)
20] 24] 26 27 | 29 30 31| | | 3637

I I — 1
MGV-GENOME-0315699: 11,470-35,795 (+)
Lamassu-Fam__LmuA_effector_hypothetical (CDS_0025)
Lamassu—Fam_LmuC_acc_ITpotheticaI (CDS_0024)
Lamassu-Fam_LmuB_SMC_hypothetical (CDS_0023)
DNA invertase (CDS_0021)
endolysin (CDS_OOla)
20integrase (CDS_0022) 26

I I
MGV-GENOME-0308798: 10,659-28,025 (+)
DNA invertase (CDS_0025)
endolysin (CDS_0023)
intégrase (CDS_0026)
24 | 27 2829

I I
IMGVR _UViG_2832318204 000003|2832318204|2832318212|537172-584134:14,598-29,986 (+)
endolysin (CDS_0019)
" integrase (CDS_0022)
integrase (CDS_0023)
21 25
20] 24] 26

I I
MGV-GENOME-0278081: 10,617-25,701 (+)
endolysin (CDS_0019)
" integrase (CDS_0022)
21 23
20] T24 25 2627

I I
MGV-GENOME-0267928:10,617-25,328 (+)
anti-CRISPR-Cas evasion by DNA repair (AP1S120) (CDS_0027)

DNA invertase (CDS_0022) metallo-protease (CDS_0038)
endolysin (CDS_0019) integrase (CDS_0024) integrase (CDS_0033)
21 25 recD_IV-D_1(CDS_0028) 35 DNA polymerase (CDS_0040)
20] integrase (CDS_0023) | 26 | 29 30 31 32 34] 3637 39 41 42 43

I I
MGV-GENOME-0338665: 10,623-43,697 (+)
trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0028)
RM__Type_|_MTases_FAM_1 (CDS_0035)
transcriptional regulator (CDS_0044)

anti-CRISPR-Cas (AcrlIA21) (CDS_0026) Sigma M (VF0822) (CDS_0038)
endolysin (CDS_0018) NEase_[_00004 Type (CDS_0029) VP1839_VP1839 (CDS_0041)
" integrase (CDS_0021) MTase_lI_00058 Type (CDS_0030) | 'DNA polymerase (CDS_0045)
integrase (CDS_0022) \ REase_{I_00165 Type (CDS_0031) integrase (CDS_0039)
20 ParB-like partition protein (CDS_0025) mads_5 (CDS_0034) 42
19] | 23 24 [ |27 []| | 3233 | 3637 40 | 143 46 47 48
I I - I I - - -
OTU_666:10,617-44,661 (+)
trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0032)
DNA invertase (CDS_0022) GTP-binding Jomaln (CDS_0033)
endolysin(CDS,OOﬁ) Specificity_I_00025 Type (CDS_0029) VP1839 VP1839 (CDS_0037)
intégrase (CDS_0023) MTase_|_00008 Type (CDS._ 0030) DNA polymerase (CDS_0041)
21 RM_Type_I_S_03 (CDS_0026) capH (CDS_0034) | 38
207 24 25 27 28 REase_|_00010 Type (CDS 0031)35 36 | 3940 42 43 44

I I I |
IMGVR _UViG_3300029621 000361|3300029621|Ga0245126_1000255[2041-62778:12,193-45,414 (+)
trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0028)
GTP-binding domain (CDS_0029)
RM_ Type_|_S_01 (CDS_0025) VP1839_VP1839 (CDS_0033)
DNA invertase (CDS_0021) MTase_|_00008 Type (CDS_0026) DNA polymerase (CDS_0037)
endolysin (CDS_0019) integrase (CDS_0023) capH (CDS_0030) 34
" | 20 integrase (CDS_0022) 24 | REase_| 00010 Type (CDS.0027)31 32 | [3536 38 39 40

I — I e . -_—
SAMNO06164431 al ct186640_vs1:12,190-42,192 (+)
trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0025)
GTP-binding domain (CDS_0026)
VP1839_VP1839 (CDS_0030)

Specificity_I_00025 Type (CDS_0022) DNA polymerase (CDS_0034)
MTase_|_00008 Type (CDS_0023) integrase (CDS_OO?S)
endolysin (CDS_0018) REase_|_00010 Type (CDS.0024) 31
119 20 21 | capH (CDS_0027)29 | 3233 35 36 37

I I I S e .
IMGVR_UViG_3300007222_000189|3300007222|Ga0104061_100602: 10,617-36,504 (+)
trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0027)
GTP-binding domain (CDS_0028)

Specificity_l_00025 Type (CDS_0024) VP1839_VP1839 (CDS_0032)
endolysin (CDS_0019)  MTase_|_00008 Type (CDS_0025) DNA polymerase (CDS_0036)
mgrase (CDS_0022) integrase (CDS_OO?:O)
21 REase_|_00010 Type (CDS 0026) 33
20 integrase (CDS_0023) | capH (CDS_0029)31 | [3435 37 38 39
I I I N e . -_—
IMGVR_UViG_3300029415_000045|3300029415|Ga0243378_1000383: 10,623-38,308 (+)
GTP-binding domain (CDS_0026)
ABC transporter [CDS_0025)
DNA invertase (CDS_0022)
endolysin (CDS_0019) VP1839_VP1839 (CDS_0030)
integrase (CDS_0023) DNA polymerase (CDS_0034)
21 capH (CDS_0027) |31
20] 24 | | T 28 29| [3233 35 36 37

I I
MGV-GENOME-0312569: 10,644-34,714 (+)
trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0026)
DNA invertase (CDS_0023) Gﬂs-binding domain (CDS_0028)

endolysin (CDS_0020) VP1839_VP1839 (CDS_0032)
intégrase (CDS_0024) DNA polymerase (CDS_0036)
22 capH (CDS_0029) | 33
21] 275‘ 27 | T 380 31 ‘ 3435 37 383940

I I L) -
IMGVR_UViG_3300045988_156394(3300045988|Ga0495776_158386: 11,635-37,083 (+)
VP1839_VP1839 (CDS_0026)
endolysin (CDS_0019) integrase (CDS_OOjﬂ)
integrase (CDS_0022) DNA polymerase (CDS_0030)
21 27
20] capH (cgs,olzs)z; T2829 31 32 3334

I I - -
IMGVR_UViG_3300045988_154226|3300045988|Ga0495776_029747:10,617-31,192 (+)
trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0031)
GTP-binding domain (CDS_0032)
endolysin (CDS_0020) Specificity_l_00025 Type (CDS_0028) VP1839_VP1839 (CDS_0036)
" integrase (CDS_0023) MTase_I' 00008 Type (CDS_0029) DNA polymerase (CDS_0040)
integrase (CDS_0024) integrase (CDS 0034
22 REase_|_00010 Type (CDS 0030)
13 14 tail protein (CDS_0018) 21 | capH {CDS_0033)35 Tss 39 41 42 43

25 26 27

I I L) -
IMGVR_UViG_3300029136_000244|3300029136|Ga0168747_100299|23153-81938: 9,894-41,809 (+)
trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0038)
GTP-binding domain (CDS_0039)
ABC transporter (VF0818) (CDS_0027) Specificity_l_00025 Type (CDS_0035) VP1839 VP1839 (CDS_0043)
ABC transporter (VF0818) (CDS_0026) RM__Type_|_S_01(CDS_0032) DNA polymerase (CDS_0047)
integrase (CDS_0029) MTase_|_00008 Type (CDS_0036) integrase (CDS_OO41)
integrase (CDS_0030) REase_|_00010 Type (CDS 0037) 44

28 | 31 33 34 ‘ | capH (CDS_0040)42 | [4546 48 49 50

endolysin (CDS_0021)
22 2324 25

I I [
Ma_2019_SRR413569 _NODE _149 length 68094 cov_12.625862:11,428-50,791 (+)
trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0032)

ABC transporter (VF0818) (CDS_0025) PDC-M3§C_WP_185161956.1 (CDS_0034) transcriptional regulator (CDS_0044)
ABC transporter (VF0818) (CDS_0024) PDC-M33A_WP_010823017.1 (CDS_0036)
DNA invertase (CDS_0028) ‘ GTP- blndlng domaln (CDS_0038)
integrase (CDS_0029) PDC-M33B_WP_18516: 61957 1(CDS_0035) DNA polymerase (CDS_0045)
ABC transporter (CDS_0023) 27 MTase_I1_00011 Type (CDS_00 capH (CDS_0039) 42
endolysin (CDS_0019) 20 21 22 \ 26] 30 31 | \ 37| T 40 41]43 46 47 48

I I
SAMNO6164477 _al_ct207382_vs1:11,181-50,640 (+)
trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0040)
transcriptional regulator (CDS_0048)
GTP-binding domain (CDS_0041)

endolysin (CDS_0019) VP1839_VP1839 (CDS_0045)
integrase (CDS_0023) 'DNA polymerase (CDS_0049)
integrase (CDS_0022) 26 35 integrase (CDS_OOAS)
21 25] 28 3336 38 capH (CDS_0042) | 46
20] 24](272930 31 32 34[ 37 39 || [ | 44|47 50 51 52
I I - - -
IMGVR_UViG_3300045988_156435|3300045988|Ga0495776_181552:11,635-43,031 (+)
PDC-S45 WP_022347781.1 (CDS_0029)
DNA invertase (CDS_0024)
endolysin (CDS_0021) transcriptional regulator (CDS_0040)
intégrase (CDS_0025) transposase (CDS_0037)
23 26 28 | 30 35 38 44
22] To7] | T3t 32 33 34736 | 39 ‘ 41 42 43]
-

I I
SAMEA2737666_al ct55216 vs1:12,933-41,919 (+)
transcriptional regulator (CDS_0031)
endolysin (CDS_0022) transposase (CDS_(T(S28)
" integrase (CDS_0025)
integrase (CDS_0026)
24 29 35

23] ‘ 130 | 32 33 34]

I I -

IMGVR_UViG_3300029230_000172|3300029230]|Ga0168685_100046|101707-150331: 12,933-31,644 (+)

[ 10000 nt i
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