tail fiber protein (CDS_0020) PhoH-like phosphate starvation-inducible (CDS_0029) DNA polymerase (CDS_0033)
minor tail protein endolysin (CDS_0023) NAD synthetase (CDS_0031) 38 40
| tail protein (CDS_0016) 17 18 19 21 22 2425 26 27 28 30 32 34 35 36373941

e e —————————— o)
SAMEA2579905 al ct49429 vs1:12,101-32,221 (+)
24 25 26 27 DNA polymerase (CDS_0028)

L —————————————————
uvig_117388: 12,101-25,943 (+)
17 18 2425 26 27 28  DNApolymerase (CDS_0029)

OTU_2355:12,110-26,587 (+)
tail fiber protein (CDS_0020) DNA polymerase (CDS_0028)
15 17 18 23 24 2526 27 33

S R E— S N . E— E— . ——
IMGVR_UViG_3300029251_000035|3300029251|Ga0167475_100608: 11,666-25,859 (+)

23 24 25 DNA polymerase (CDS_0026)

uvig 147110: 11,666-25,312 (+)
26
23 24 25] 27  DNApolymerase (CDS_0028)

e —————————————————— T el bl —
IMGVR_UViG_3300045988_164382|3300045988|Ga0495776_044014:11,666-25,887 (+)
PhoH-like phosphate starvation-inducible (CDS_0027)
NAD synthetase (CDS_0030)
23 24 25 26 28 29 31 DNA polymerase (CDS_0032)

| S S |
SAMEA2737819 b1 ct9 vs2:11,666-31,715 (+)
vanR_FM-NCBIFAM vancomycin resistance response regulator transcription factor, VanR-F/VanR-M family (NF033120.0) (CDS_0028)

anti-CRISPR-Cas (AcrIF9) (CDS_0026) 34
2425 |27 | 29 30 31 33 35 38
L " | .} [ §§ | | L & | ;o | B | | |

uvig 80713:12,101-28 462 (+)
pfam09618 CAS-I,CAS-1I,CAS-111,CAS-IV,CAS-V,CAS-VI; (CDS_0035)
pfam09614 CAS-I-F; (CDS_0033]
pfam09611 CAS-I-F; (CDS_0032) |

endolysin (CDS_0023) Cas1fv_WP_091991229.1 (CDS_0030) cas7fI-F.3 (CDS_0934) DNA polymerase (CDS_0037)
17 18 20 21 24 25 262728 29 cas3f_I-F_1(CDS_0031) ‘ integrase (CDS_0036)
———— ——— — ——— — — " — — — — — — — - — —] EE———— . E——

uvig_176122:11,658-35,211 (+)
PDC-S05_WP_017455060.1 (CDS_0031)
transposase (CDS_0030)
endolysin (CDS_0023) 24 25 26 2728 29 \ 32 DNA polymerase (CDS_0033)

i

MGV-GENOME-0278751: 11,658-28,905 (+)
26 integrase (CDS_0029) 35
20 24 25] 27 28 30 3334 [36

———  — — —— — — ——— 1
uvig_153398:12,101-26,071 (+)
24 25 26 27 28 29 31

T — — W W
MGV-GENOME-0261446:12,108-25,955 (+)

24 25 26 27 28 29 30

IMGVR_UViG_3300023494_000162|3300023494|Ga0257057_100117[19111-58729: 12,108-26,801 (+)
MATE_multi_NorM-NCBIFAM multidrug efflux MATE transporter NorM (NF000263.1) (CDS_0030)
nitroreductase (CDS_0031)
24 2526 27 28 29 \ 32 33 34 35

i

L
SRS019808 _al ct21026_vs1:12,108-32,596 (+)
24 25 26 27 28 29 MATE_multi_NorM-NCBIFAM multidrug efflux MATE transporter NorM (NF000263.1) (CDS_0030)

uvig_78172:12,101-26,420 (+)
24 25

I —— S R N W N E—
MGV-GENOME-4410487:12,122-22,097 (+)

24 25 26 27 28 3132

| R D B N E— I
IMGVR_UViG_3300023484 000139|3300023484|Ga0257055_10070|16226-55783: 12,101-26,399 (+)
PDC-S05_WP_017455060.1 (CDS_0028)
anti-CRISPR-Cas (AcrlF9) (CD5_0025)
HNH endonuclease (CDS_0027)
integrase (CDS_0029)

24 |26 | 30 36

uvig_48423:12,108-25,987 (+)
HNH endonuclease (CDS_0027)
24 25 26 28 29

| — E— R — EE— ——
OTU_2866:12,108-23,531 (+)

28
24 2526 27] 29 30 31 35 38

S E R S S— [ — - - S N B EESES  E———
IMGVR_UViG_3300029748_000415|3300029748|Ga0245205_1000005|561404-601823:12,101-26,673 (+)

28
24 2526 2729

e
uvig 182175:12,101-24,186 (+)
24 25 27

(S A S G A I BB B E———
IMGVR_UViG_3300029315_000286|3300029315|Ga0242753_100486|6446-42532: 12,101-22,612 (+)
27
24 2526 |28 29 34 35 exonuclease (CDS_0036)

5

I I BN N B _—
IMGVR_UVIG_3300029399_000196|3300029399|Ga0242750_10004512905-48367: 12,101-24,343 (+)
24 25 26 2728 33

SN R N S E—
uvig_542770:12,099-23,953 (+)

24 25 26

- - - - -y " § ]
uvig 418833:12,108-21,030 (+)
vanR_FM-NCBIFAM vancomycin resistance response regulator transcription factor, VanR-F/VanR-M family (NFO33120.0) (CDS_0026)
toxin-antitoxin system HicB-like (CDS_0016)
tail assembly protein (CDS_0014)
| toxin (CDS_0017) 22 23 24 25 27 28 29 35

g%

— — T e [ 1 —— .
uvig_400567:11,104-28,720 (+)

22 232425 26 27

e e 1 1 A B e e
IMGVR_UViG_3300045988_098419|3300045988|Ga0495776_162306:11,104-24,800 (+)
9000 nt i
DNA, RNA and nucleotide metabolism integration and excision lysis moron, auxiliary metabolic gene and host takeover other tail transcription regulation unknown function
— I —_—

defence (DefenseFinder) defence (PADLOC) anti-defence (dbAPIS) AMR (AMRFinderPlus) tRNA pseudogene
I




