distal tail protein Dit (CDS_0016) 25 29 32 35
tail length tape measure protein (CDS_0015) | 17 18 19 20 2122 23 24 262728 30 31 [3334]36

MGV-GENOME-0355094:11,315-38,867 (+)

25
202122 23 24 [2627 28

L —————————————~S S5 e —————— 1 | A E = AN
MGV-GENOME-0342708: 11,322-38,045 (+)
erm_G_23S_MT-NCBIFAM 23S rRNA (adenine(2058)-N(6))-methyltransferase Erm(G) (NFO45543.1) (CDS_0028)

25 transposase (CDS_0030)
202122 23 24 [2627 | 29731 32

MGV-GENOME-0356738:11,315-40,159 (+)
retron_type_VI_hth_cluster2_1 (CDS_0034)
26 Hemolysin HlyA (VF0646) (CDS_0032)
212223 24 25 [2728 2930 31 33 |3536 38

uvig 318026:11,318-44,794 (+)
retron_type_VI_hth_cluster2_1 (CDS_0030)
26
2122 23 24 25 T;728 2913132

MGV-GENOME-0371810: 11,318-39,115 (+)
26 30
212223 24 25 272829 32 33 3637

MGV-GENOME-0357765: 11,319-38,278 (+)
26
212223 24 25 [2728 29
OTU_295: 11,641-38,600 (+)

26
212223 24 25 272829 30

| O S S SN I
IMGVR_UViG_2814123274 000001|2814123274|2814190746|116658-202146: 11,643-38,616 (+)
26 30
212223 24 25 2728 29]

uvig_196866:11,319-37,038 (+)

27 31
24 25 2628 29 30032 33 3536

2122 23

91 ] . ] I A EE wE
uvig_543057:11,646-40,846 (+)
Reverse transcriptase (CDS_0025)
26
T2728 29

35

212223 24

uvig_184937:11,651-39,204 (+)
2T7
212223 24 25 26 2829 32 3536

S S RS N R —  —_— E— EE—— N
IMGVR_UViG_3300014806_000268|3300014806|Ga0134388_1000061|576-84788: 11,830-38,821 (+

27
212223 24 25 26 28 29

W —— TN (T
MGV-GENOME-0354249:11,865-38,048 (+)

27 30
212223 24 252628 29 |31

— T W —— T R (T
uvig_382502:11,871-41,166 (+)

g
212223 24 25 27

uvig 434326: 11,827-37,235 (+)
27
212223 24 25 26 28 29 30

MGV-GENOME-0355504: 11,861-38,951 (+)
27
212223 24 25 26 28 29

MGV-GENOME-0355370: 11,831-37,820 (+)
28
212223 24 25 262729

I 11
Shkoporov_2019_SRR9161576_NODE_5_length_82531 _cov_219.504244:11,863-38,036 (+)

29
232425 26 27 28 30 31
e ————————————————————————————————————————————— e —————] 1 I EEE BN
IMGVR_UViG_2882072473 000006|2882072473|2882072474|551343-639126: 13,296-40,889 (+)
27
212223 24 25 26 28 29 30

SAMNO0779901_b1_ct1:11,962-39,568 (+)
24 27
212223 252628

[ B T W T
IMGVR_UViG_3300045988_152775|3300045988|Ga0495776_152766:11,832-34,939 (+)

27
212223 24 25 26 28

—— L —————— I T T
MGV-GENOME-0355650: 11,869-37,628 (+)

27
212223 24 25 26 28

MGV-GENOME-0354849: 11,820-37,574 (+)
28
212223 24 2527

MGV-GENOME-0355969: 11,869-35,109 (+)
30
232425 26 27 2829 31

MGV-GENOME-0356522: 13,299-38,867 (+)
18
121314 15 16 17 19

| I I S S I N e EE A
uvig_127601:3,431-28,942 (+)
Reverse transcriptase (CDS_0025)
26
16 212223 24 T2728 29

L ————————————
uvig 176118: 11,317-38,074 (+)
25
202122 23 24 2627 28

MGV-GENOME-0343808: 11,317-38,055 (+)
28
232425 26 27 2930

MGV-GENOME-0346230: 13,296-39,410 (+)
27 30
212223 24 25 26 2829] 31 32

/! ] L ' N BB A mEE EE
uvig_54414:11,878-39,549 (+)
28
222324 25 26 2729 37

— T T T
IMGVR_UViG_3300045988_149318|3300045988|Ga0495776_008606: 11,875-37,997 (+)

27
212223 24 25 2628

—— [ 1] TN
MGV-GENOME-0342328:11,715-37,286 (+)

£
212223 24 25 27

uvig 398177:11,828-37,600 (+)

30
232425 26 27 2829 31

—  — —— ——— T ——— ]
IMGVR_UViG_3300045988_171270|3300045988|Ga0495776_006157:13,299-38,867 (+)
21 22 23

e ———————————————————— T ————————————rr ke el L
IMGVR_UViG_3300045988_156791|3300045988|Ga0495776_180187:11,831-31,823 (+)
RM_Type_ll_Type_ll_MTases_FAM_7 (CDS_0032)
DNA binding protein (CDS_0038)
FtsK/SpollIE-like protein (CDS_0043)
DNA helicase (CDS_0040)
AbiLi-1 AbiLi (CDS_0035) capH (CDS_0047)
29 37 42 45 49
232425 26 27 28 30 31 3334 36]| 39 | 41] 44 T46 T 48 [50 51

e ——————————————————————————— L ——————— L1 1 ] - ¢ [ n [ = 1§ §N | I I e mEE e
IMGVR_UViG_3300006476_000146|3300006476|Ga0100233_100164: 13,295-57,028 (+)
ribonucleotide reductase large subunit (CDS_0023)
integrase (CDS_0020)
21
P2 24

oy
v

MGV-GENOME-0362682: 11,330-31,906 (+)
22
21723

——— T —— T
MGV-GENOME-0352501:11,704-31,262 (+)
22 23 24 25 26

| S S §
uvig_40044: 13,563-35,006 (+)

25
22 23 24 26

I S N N
MGV-GENOME-4431962: 13,563-32,300 (+)

RM_Type_ll_Type_ll_REase06 (CDS_0029)
DrmMI1_00003 DrmMIl (CDS_0028)
MADS__mad1 (CDS_0027)

2324 25 26 | | | 30

MGV-GENOME-0362943: 12,942-39,125 (+)
2122 2425

I s e EEE
MGV-GENOME-0351716:20,843-30,487 (+)
Reverse transcriptase (CDS_0027)
29
23 24 25 26 2830 31 3233

I —— BN e .
uvig_440975_:13,176-40,714 (+)

21 22 23 24 25 2628

N N D S AN R N
MGV-GENOME-0353997:11,751-36,176 (+)
2
20 21 22 23 24 2527 28

MGV-GENOME-0355800: 11,137-36,725 (+)
30
212223 24 2526 27 28 2931

— 1 ——————— @ —— T —— T
uvig 522084:11,348-41,060 (+)

212223 24 25 2628 transposase (CDS_0035)

uvig 509999:11,344-38,660 (+)
26
21 22 23 24 2527

— T —— N —— T
MGV-GENOME-0358879:11,348-33,821 (+)
27

%

2122 23 24 25 2628

MGV-GENOME-0356674:11,705-37,742 (+)

95
101 10099 98 97 9694 93

MGV-GENOME-0348388:45,013-71,092 (-)
21 22 23 24 25 2628 30

S EESEEIEE EEESE NS
MGV-GENOME-0353251:11,746-37,545 (+)

27
212223 24 25 2628 35 36

W —— T T T
SAMNO06164942 al ct3908:11,420-37,422 (+)

PDC-507_WP_110056698.1 (CDS_0032)
RM_Type_ll_Type_lI_REase06 (CDS_0039)
DrmMI1_00003 DrmMII (CDS_0038)
DNA helicase (CDS_0035)

29 33 [MADS_mad1(C s_ooaL)
232425 26 27 2830 31 |34 36 | | | 40

uvig_80050: 12,942-48,685 (+)
Reverse transcriptase (CDS_0042)
41
46 45 44 43 T4039

uvig 49655:12,736-39,368 (-)
25
202122 23 24 2627

MGV-GENOME-0354399: 11,137-37,769 (+)
21 22

— " ——— IV N L]
IMGVR_UViG_3300029068_000031|3300029068|Ga0169188_10039|20863-99296: 11,646-29,125 (+)
20

[ T W
MGV-GENOME-0350323:11,331-29,707 (+)
20 21

uvig 336553:11,318-31,764 (+)
retron_type_Ill_A1_prtase_cluster113_1 (CDS_0045)
retron_type_lll_LA1_wh_cluster742_1 (CDS_0046)
DinG CAS-IV-A; (CDS_0038) ‘
S-S

integrase (CDS_0041) retron_|l1-A1 (CDS_0047)
3T1 33 40 |integrase (CDS_0043)
252627 28 29 30 32 |34 35 3637 39 42 44 48 49

I S A N S NN B BN NN NI B D

IMGVR_UViG_3300045988_155752|3300045988|Ga0495776_164584:21,397-50,371 (+)

[ 10000 nt i

DNA, RNA and nucleotide metabolism integration and excision moron, auxiliary metabolic gene and host takeover tail unknown function defence (DefenseFinder) defence (PADLOC)
L]

virulence (VFDB) AMR (AMRFinderPlus)




