
MGV-GENOME-0355437: 16,725-25,692 (+)

19 20 21
22

holin (CDS_0023)

24
25

26
27

endolysin (CDS_0028)
integrase (CDS_0029)

30
31

32

33

IMGVR_UViG_3300045988_100575|3300045988|Ga0495776_157484: 16,622-26,492 (+)

24
25

26
27

integrase (CDS_0028)

34

MGV-GENOME-0306503: 18,465-26,942 (+)

24
25

26 27 29

IMGVR_UViG_3300029134_000011|3300029134|Ga0168775_100575: 18,465-26,882 (+)

29

uvig_140797: 18,465-30,790 (+)

29 30
AbiEii_WP_110023304.1 AbiEii (CDS_0031)

AbiEi_WP_047105540.1 AbiEi (CDS_0032)

MGV-GENOME-0312633: 18,465-29,049 (+)

29 30

IMGVR_UViG_3300045988_049125|3300045988|Ga0495776_158653: 18,468-30,635 (+)

29
30

31 32 33

uvig_292683: 18,587-31,363 (+)

29
30

DNA helicase (CDS_0031)

32 33

MGV-GENOME-0317925: 18,490-33,221 (+)

29 3031

32
33

34

NinI-like serine-threonine phosphatase (CDS_0035)

36

IMGVR_UViG_3300030320_000062|3300030320|Ga0244994_100754: 18,796-32,662 (+)

26
27 30 31 32 33

uvig_251606: 18,796-27,038 (+)

30

uvig_242429: 16,628-24,437 (+)

24
25

26
27

28

uvig_246800: 16,628-25,570 (+)

24
25

26
27

28

ivig_1233: 18,487-28,718 (+)

26 2930
31

32 33 34 39

IMGVR_UViG_2834711990_000018|2834711990|2834712047|11216-57145: 18,487-27,279 (+)

29 30 31

uvig_234257: 18,490-38,288 (+)

29
30

31
32

AbiLi-1 AbiLi (CDS_0033)

34 35 36

Trehalose-recycling ABC transporter (VF0842) (CDS_0037)

38 39
SP41 (VF0694) (CDS_0040)

41

IMGVR_UViG_3300029476_000186|3300029476|Ga0244146_100335|2039-53880: 18,490-31,964 (+)

29
30

31
32

AbiLi-1 AbiLi (CDS_0033)

34 35
RelE-like toxin (CDS_0036)

37

uvig_517850: 18,551-37,951 (+)

29 30 31 32
Michele_2B_hits_grouped (CDS_0033)

34 3536 37 38 39 40

uvig_382635: 17,305-24,643 (+)

25

IMGVR_UViG_3300045988_053951|3300045988|Ga0495776_181479: 17,407-24,810 (+)

25

IMGVR_UViG_3300029623_000015|3300029623|Ga0245138_1000743: 17,304-24,697 (+)

26

uvig_557809: 17,287-25,390 (+)

metallo-phosphoesterase (CDS_0025)

IMGVR_UViG_3300045988_044776|3300045988|Ga0495776_161772: 17,287-25,318 (+)

25

IMGVR_UViG_3300045988_039020|3300045988|Ga0495776_137497: 17,149-24,460 (+)

25

IMGVR_UViG_3300045988_038512|3300045988|Ga0495776_161768: 17,287-25,248 (+)

25

IMGVR_UViG_3300029593_000264|3300029593|Ga0245135_100245|33599-79856: 17,311-25,006 (+)

25

uvig_450628: 17,089-26,304 (+)

25 DNA helicase

MGV-GENOME-0343679: 17,305-26,069 (+)

26

IMGVR_UViG_3300045988_056016|3300045988|Ga0495776_106124: 17,281-24,625 (+)

25

uvig_205510: 16,855-24,993 (+)

25
26

MGV-GENOME-0297599: 16,855-24,390 (+)

25

uvig_55024: 17,302-27,440 (+)

25 26

IMGVR_UViG_3300045988_046233|3300045988|Ga0495776_185821: 17,302-25,897 (+)

25

IMGVR_UViG_3300014963_000811|3300014963|Ga0134523_1001255|3-48061: 17,287-27,840 (+)

25 transposase (CDS_0026)

uvig_106247: 17,285-25,982 (+)

replisome organizer (CDS_0025)
26

IMGVR_UViG_3300007796_000293|3300007796|Ga0105889_100139|14087-61416: 17,308-26,182 (+)

25 26

uvig_79966: 17,287-26,890 (+)

25 MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (CDS_0026)

uvig_75755: 17,302-25,716 (+)

25

IMGVR_UViG_3300045988_041832|3300045988|Ga0495776_172239: 17,284-26,014 (+)

25
26

MGV-GENOME-0299498: 17,302-25,919 (+)

2526

uvig_382018: 17,287-26,191 (+)

25
26 27

uvig_77258: 17,284-27,048 (+)

Fos_BSH-NCBIFAM FosB/FosD family fosfomycin resistance bacillithiol transferase (NF000493.1) (CDS_0025)

26
27

28

IMGVR_UViG_3300045988_063340|3300045988|Ga0495776_183675: 17,305-27,275 (+)

25 26

MGV-GENOME-0292648: 17,290-25,788 (+)

25 26

uvig_278983: 17,290-26,738 (+)

25 26 27

MGV-GENOME-0302120: 17,368-26,531 (+)

25
26

27

MGV-GENOME-0301467: 17,368-26,317 (+)

25 26
27

IMGVR_UViG_3300045988_050717|3300045988|Ga0495776_169190: 17,287-27,229 (+)

25
RM_Type_II__Type_II_MTases_FAM_0 (CDS_0026)

MTase_II_00020 Type (CDS_0027)

IMGVR_UViG_3300045988_027514|3300045988|Ga0495776_151796: 17,305-25,578 (+)

DNA primase (CDS_0025)

MGV-GENOME-0301990: 17,284-26,279 (+)

Fos_BSH-NCBIFAM FosB/FosD family fosfomycin resistance bacillithiol transferase (NF000493.1) (CDS_0025)

26
27

28

uvig_180351: 17,287-28,587 (+)

25
bla_class_D_main-NCBIFAM class D beta-lactamase (NF012161.0) (CDS_0026)

27 28

uvig_314019: 17,284-31,959 (+)

25 26 27 28 29

uvig_594664: 17,290-26,017 (+)

endolysin (CDS_0024)
endolysin (CDS_0025)

27

IMGVR_UViG_3300045988_020954|3300045988|Ga0495776_185775: 16,686-23,957 (+)

24

IMGVR_UViG_3300045988_055367|3300045988|Ga0495776_098570: 17,287-25,968 (+)

25 27

uvig_449531: 18,470-25,825 (+)

26

MGV-GENOME-0299462: 17,305-25,381 (+)

25

MGV-GENOME-0306518: 17,386-27,423 (+)

tail protein (CDS_0025)

IMGVR_UViG_3300045988_060024|3300045988|Ga0495776_117286: 17,284-25,887 (+)

25 HNH endonuclease (CDS_0026)

MGV-GENOME-0295354: 17,284-24,969 (+)

25

IMGVR_UViG_3300045988_057665|3300045988|Ga0495776_146986: 17,284-27,006 (+)

25 26

uvig_261618: 17,284-25,296 (+)

25

IMGVR_UViG_3300045988_046297|3300045988|Ga0495776_185136: 17,284-25,705 (+)

25 26

uvig_38418: 17,287-27,853 (+)

25 26 27

IMGVR_UViG_3300045988_045347|3300045988|Ga0495776_134255: 17,386-28,771 (+)

tail protein (CDS_0025)
26 27

MGV-GENOME-0299104: 17,305-26,635 (+)

DNA invertase (CDS_0025)
26

IMGVR_UViG_3300045988_043526|3300045988|Ga0495776_137900: 17,284-26,317 (+)

25 26 27

uvig_77665: 17,305-26,600 (+)

25
26

27

IMGVR_UViG_3300045988_043176|3300045988|Ga0495776_171976: 17,305-26,419 (+)

25
26

27

uvig_51346: 17,368-27,619 (+)

25
26

27 28

MGV-GENOME-0295622: 18,467-26,414 (+)

26 28 32

MGV-GENOME-0323725: 16,864-26,186 (+)

DrmA_00009 DrmA (CDS_0025)
27

IMGVR_UViG_3300045988_063637|3300045988|Ga0495776_029678: 17,303-27,728 (+)

25 26
27

28 29

IMGVR_UViG_3300045988_113582|3300045988|Ga0495776_057988: 17,468-29,521 (+)

25 26 27
28

29

ivig_3378: 17,305-31,377 (+)

25 26 27
ABC transporter (CDS_0028)

HK_VanS_ACDEFG-NCBIFAM vancomycin resistance histidine kinase VanS (NF033091.0) (CDS_0029)

vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NF033117.2) (CDS_0030)

uvig_443642_: 17,305-34,257 (+)

25
26

27 28 29 30 31

IMGVR_UViG_3300045988_043398|3300045988|Ga0495776_172120: 18,482-26,924 (+)

26 27

IMGVR_UViG_3300045988_030842|3300045988|Ga0495776_054065: 18,566-26,539 (+)

26 27

MGV-GENOME-0297833: 17,155-25,986 (+)

25 28

IMGVR_UViG_3300010262_000289|3300010262|Ga0129317_1000208|17648-63982: 17,909-28,797 (+)

27 34

IMGVR_UViG_3300045988_026109|3300045988|Ga0495776_095135: 16,411-24,854 (+)

23 24 26 27

MGV-GENOME-0350301: 16,628-22,576 (+)

24

IMGVR_UViG_3300029872_000012|3300029872|Ga0245317_100685: 15,776-22,800 (+)

18 19 24 25

MGV-GENOME-0303196: 16,855-25,380 (+)

25 26

uvig_280472: 16,892-25,568 (+)

26 27

MGV-GENOME-0301723: 18,791-28,317 (+)

28 DNA polymerase (CDS_0033)

IMGVR_UViG_3300045988_107291|3300045988|Ga0495776_163836: 17,386-31,845 (+)

25 26 27
28

RNA polymerase sigma factor (CDS_0029)

30 31

uvig_162495: 17,386-29,607 (+)

Michele_2B_hits_grouped (CDS_0025)

26
27

integrase (CDS_0028)

29

uvig_458125_: 17,404-32,877 (+)

25
26

MTase_II_00107 Type (CDS_0027)

28 29 30
31

3233 34 35

IMGVR_UViG_3300045988_136077|3300045988|Ga0495776_074183: 17,287-38,288 (+)

Gao_Mza__MzaC (CDS_0025)

Gao_Mza__MzaD (CDS_0026)

27

Gao_Mza__MzaE (CDS_0028)

MTase_II_00011 Type (CDS_0029)
NEase_II_00006 Type (CDS_0030)

31 3233
34

35

Gao_Mza__MzaB (CDS_0036)

37

IMGVR_UViG_3300045988_115690|3300045988|Ga0495776_158415: 17,287-35,046 (+)

Gao_Mza__MzaC (CDS_0025)

Gao_Mza__MzaD (CDS_0026)

27

Gao_Mza__MzaE (CDS_0028)

MTase_II_00011 Type (CDS_0029)
NEase_II_00006 Type (CDS_0030)

31 32 33 34

IMGVR_UViG_7000000332_000148|7000000332|SRS015133_WUGC_scaffold_4781: 17,287-37,175 (+)

Gao_Mza__MzaC (CDS_0025)
Gao_Mza__MzaD (CDS_0026)

27

Gao_Mza__MzaE (CDS_0028)
MTase_II_00011 Type (CDS_0029)

NEase_II_00006 Type (CDS_0030)

31
32

33
34

35

Gao_Mza__MzaB (CDS_0036)

37

MGV-GENOME-0319837: 15,689-24,536 (+)

23
24

metallo-protease (CDS_0025)

26

IMGVR_UViG_3300045988_087894|3300045988|Ga0495776_073924: 18,468-38,600 (+)

29 30 31
32

33 34 35
36

37
38

39 40 41

IMGVR_UViG_650377989_000001|650377989|650378050|216953-281644: 17,287-44,056 (+)

25 26 27 28

tail tube protein (CDS_0029)
30

31 32 33 34 35
baseplate wedge subunit (CDS_0036)

37 38 39

uvig_328068: 17,407-43,025 (+)

25 26 27
28

29

ABC transporter (CDS_0030)

31

RM_Type_II__Type_II_REase06 (CDS_0032)

33 34

vanH_gen-NCBIFAM D-lactate dehydrogenase VanH (NF000492.1) (CDS_0035)

36 37 38
39

40

mREase_IV_00003 Type (CDS_0041)

DNA methyltransferase (CDS_0042)

uvig_522562: 17,305-48,218 (+)

26

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (CDS_0027)

28 29 30 31 32 33 34 35 36 37 38

PDH-B (VF0878) (CDS_0039)
40

41

Sigma L (VF0855) (CDS_0042)

43

MntABC (VF0455) (CDS_0044)

45

IMGVR_UViG_3300045988_168187|3300045988|Ga0495776_132200: 17,309-71,229 (+)

26 27 28 29

AbiLi-1 AbiLi (CDS_0030)
31

32 33

transcriptional repressor (CDS_0034)

35
36

3738

major tail protein (CDS_0039)
AbiEii_WP_045959881.1 AbiEii (CDS_0040)

AbiEi_WP_022933255.1 AbiEi (CDS_0041)
RosmerTA__RmrA_2600853143 (CDS_0042)

43 44 45 46 47
48

49

cas12f2_V-F_2 (CDS_0050)

uvig_437141: 18,490-49,556 (+)

29 30

RM__Type_I_REases_FAM_2.einsi_trimmed (CDS_0031)

32
NEase_II_00006 Type (CDS_0033)

34

Lamassu-Fam__LmuC_acc_hypothetical (CDS_0035)
Lamassu-Fam__LmuB_SMC_hypothetical (CDS_0036)

3738
39

DNA helicase (CDS_0040)
DNA invertase (CDS_0041)

integrase (CDS_0042)

transcriptional repressor (CDS_0043)

44 45
46

47

hydrolase (CDS_0048)

49 50

DNA methyltransferase (CDS_0051)

52
MADS__mad1 (CDS_0053)

MTase_II_00141 Type (CDS_0054)

MGV-GENOME-0343723: 18,490-39,947 (+)

29 30

RM__Type_I_REases_FAM_2.einsi_trimmed (CDS_0031)

32
NEase_II_00006 Type (CDS_0033)

34

Lamassu-Fam__LmuC_acc_hypothetical (CDS_0035)

Lamassu-Fam__LmuB_SMC_hypothetical (CDS_0036)

3738
39

40

DNA invertase (CDS_0041)
integrase (CDS_0042)

transcriptional repressor (CDS_0043)

44

uvig_271497: 17,389-47,430 (+)

25 26 27 28 29
30

31
32

PD-T4-6_WP_153359500.1 (CDS_0033)

34
35

36 37 38
39

40 41

uvig_201578: 17,292-51,658 (+)

25 26 27 28 29 30
31

32 33 34
35

36 37 38
39

40 41 42 43 44 45

DS-23__DS-23 (CDS_0046)

4748
49

50

51 52

IMGVR_UViG_3300008722_000222|3300008722|Ga0113880_1000277: 17,305-45,114 (+)

25 26 27

metallo-endopeptidase (CDS_0028)

29

capH (CDS_0030)

GTP-binding domain (CDS_0031)

SspD_00001 SspD (CDS_0032)

33
34

VirR/VirS two component system (VF0729) (CDS_0035)

36 37

DrmD_00013 DrmD (CDS_0038)

transposase (CDS_0039)
mads_8 (CDS_0040)

41 42 ABC transporter (VF0818) (CDS_0043)

uvig_160969: 16,605-42,685 (+)

holin (CDS_0023)
capH (CDS_0025)

vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NF033117.2) (CDS_0026)
FbpABC (VF0272) (CDS_0027)

28 29 30 31 32 33 34 35 36 37 38 39

20000 nt

DNA, RNA and nucleotide metabolism integration and excision lysis moron, auxiliary metabolic gene and host takeover other tail transcription regulation unknown function

defence (DefenseFinder) defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus) tRNA


