
IMGVR_UViG_3300029428_000222|3300029428|Ga0242788_100272|26281-59580: 14,922-24,803 (+)

19 20 21
holin (CDS_0022)

23 24 25 26
27

28 29

PDC-M69A_WP_216276383.1 (CDS_0030)

31 32
33

retron_type_VI_hth_cluster2_1 (CDS_0034)

35 36

IMGVR_UViG_3300029392_000312|3300029392|Ga0243989_1000316|79-33304: 14,922-27,069 (+)

24 25 26
27

28 29

PDC-M69A_WP_216276383.1 (CDS_0030)

31 36 37

IMGVR_UViG_3300029766_000282|3300029766|Ga0242809_100510|36110-70134: 14,725-25,501 (+)

23 24
PDC-M69A_WP_216276383.1 (CDS_0025)

26 27 28 29 30 3132 33

IMGVR_UViG_3300029330_000274|3300029330|Ga0242808_100229|1-33882: 14,702-25,358 (+)

24 25
PDC-M69A_WP_216276383.1 (CDS_0026)

27 28 29 30

IMGVR_UViG_3300007210_000360|3300007210|Ga0103359_100184|50557-83489: 14,725-24,409 (+)

23 24
PDC-M69A_WP_216276383.1 (CDS_0025)

26 27 28

uvig_93304: 14,788-26,406 (+)

23 24 25 26
27

28 29 30 31 3233 34

uvig_130779: 13,382-26,727 (+)

17 19 23 24
25

26 27 29
30

31

uvig_308108: 14,931-22,749 (+)

23
24

25

Ma_2019_SRR413619_NODE_485_length_36103_cov_4.122753: 14,624-27,244 (+)

23 24 25 26 27
retron_type_VI_hth_cluster2_1 (CDS_0028)

retron_type_VI_hth_cluster2_1 (CDS_0029)

30 31

SAMN00791964_a1_ct15952: 14,624-25,853 (+)

23 24 25 26
retron_type_VI_hth_cluster2_1 (CDS_0027)

retron_type_VI_hth_cluster2_1 (CDS_0028)

29 30

uvig_148637: 15,078-26,752 (+)

23
RNA polymerase sigma factor (CDS_0024)

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (CDS_0025)

26 29 30 31

uvig_254336: 14,899-23,142 (+)

22

uvig_279124: 14,549-22,010 (+)

23

ivig_3006: 14,851-20,977 (+)

24 25 26

uvig_437229: 16,166-21,080 (+)

25 26

IMGVR_UViG_3300014954_000136|3300014954|Ga0169837_100118|2-33417: 14,922-24,735 (+)

24

PglX_00002 PglX (CDS_0025)
PglX_00010 PglX (CDS_0026)

27 28

IMGVR_UViG_3300030320_000099|3300030320|Ga0244994_100923: 14,893-36,277 (+)

23 24 25

endolysin (CDS_0026)

27
integrase (CDS_0028)

integrase (CDS_0029)30 31
REase_MTase_IIG_00003 Type (CDS_0032)

33

PDC-S25_WP_158408084.1 (CDS_0034)

35

IMGVR_UViG_3300030320_000347|3300030320|Ga0244994_100923|5257-44326: 14,893-31,021 (+)

23 24 25
endolysin (CDS_0026)

27 28
integrase (CDS_0029)

30 31

uvig_450163: 13,588-21,410 (+)

endolysin (CDS_0024)
25

OTU_4171: 13,537-20,094 (+)

23
24

25

IMGVR_UViG_3300029439_000126|3300029439|Ga0243904_1000499: 14,901-36,385 (+)

24

Lamassu-Fam__LmuC_acc_Mrr (CDS_0025)

26

Lamassu-Fam__LmuB_SMC_Mrr (CDS_0027)
ThsB1_00012 TIR-like (CDS_0028)

PDC-M50A_WP_058056640.1 (CDS_0029)

3031 32

ThsB1_00017 TIR-like (CDS_0033)
ThsB1_00014 TIR-like (CDS_0034)

35 36 37
Jallet_1A_hits_grouped (CDS_0038)

39 43

uvig_456760: 13,500-32,051 (+)

endolysin (CDS_0023)
ThsB1_00012 TIR-like (CDS_0024)

PDC-M50A_WP_058056640.1 (CDS_0025)

2627 28

ThsB1_00017 TIR-like (CDS_0029)
ThsB1_00014 TIR-like (CDS_0030)

31 32
Jallet_1A_hits_grouped (CDS_0033)

34

IMGVR_UViG_3300029489_000292|3300029489|Ga0244014_1000034|2-42539: 14,922-33,820 (+)

24 25
Sortase A (VF1048) (CDS_0026)

27 28 29 30 31 32 33 34

uvig_451707: 14,922-34,703 (+)

24 25 26 27
tRNA-Ser(CGA)

ATPase (CDS_0028) 29 30 31 32 33

uvig_291464: 14,831-30,661 (+)

24

minor head protein (CDS_0025)
26

27
28

29

head scaffolding protein (CDS_0030)
major head protein (CDS_0031)

32 33 34
tail terminator (CDS_0035)

major tail protein (CDS_0036)

37 38 39 40

uvig_382055: 13,436-37,386 (+)

23 2425

DNA helicase (CDS_0026)
endonuclease (CDS_0027)

DNA helicase (CDS_0028)
2930

31
transcriptional regulator (CDS_0032)

anti-TA (APIS117) (CDS_0033)

Gp2.5-like ssDNA binding protein and ssDNA annealing protein (CDS_0034)

exonuclease (CDS_0035)
36 37 38 39

MADS__mad1 (CDS_0040)
PDC-S06_WP_095244428.1 (CDS_0041)

42

9000 nt

DNA, RNA and nucleotide metabolism connector head and packaging integration and excision lysis other tail transcription regulation unknown function defence (DefenseFinder)

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


