retron_type_VI_hth_cluster2_1 (CDS_0047)

Streptococcal enolase (VF1060) (CDS_0033) transcriptional regulator (CDS_OO4¢T)
tail fiber protein and host specificity (CDS_0020) amidase (CDS_0030) esterase/lipase (CDS_0041) capH (CDS_0045)
holin (CDS_0027) ABC transporter (VF0818) (CDS_0035) integrase (CDS_0042)
21 22 23242526 TZE 29 31 32 ABC transporter (VF0818) (CDS_0034) 36 37 38 39 40 43 46|

N
uvig 443819 :14,413-38,332 (+)
holin (CDS_0027)28 29 amidase (CDS_0030)
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uvig_448276:14,413-25,840 (+)

ABC transporter (VF0818) (CDS_0031)
ABC transporter (VF0818) (CDS_0030)

amidase (CDS_0029)
holin (CDS_0027) 32
| 28 T33 34 35 36 esterase/lipase (CDS_0037)

I
uvig_200532: 14,407-34,414 (+)
ABC transporter (VF0818) (CDS_0032)
ABC transporter (VF0818) (CDS_0031)

amidase (CDS_0030)
holin (CDS_0027) 33
25 2829 T34 35 36 37  esterase/lipase (CDS_0038)
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uvig 153266 _:14,446-35,083 (+)
ABC transporter (VF0818) (CDS_0029)
ABC transporter (VF0818) (CDS_0028)
25 26 27 | 3031 32 33
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uvig_237521:13,865-32,294 (+)

ABC transporter (VF0818) (CDS_0030)

holin (CDS_0027) ABC transporter (VF0818) (CDS_0031)
28 29 | 32333435 36
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uvig_164817:14,430-32,876 (+)

holin (CDS_0026) 27 28 29 36 37
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IMGVR_UViG_3300045988_142248|3300045988|Ga0495776_161838:14,466-26,923 (+)
holin (CDS_0026) 27 28 29
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MGV-GENOME-0311334: 14,466-26,923 (+)
2627 28 29
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MGV-GENOME-0298228: 14,322-27,230 (+)
PD-T7-4_PD-T7-4 (CDS_0043)
Streptococcal enolase (VF1060) (CDS_0031) capH (CDS_0037)
26 27 28 29 30 32 33 34 35 36 | 38 41 44 45 46
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uvig_285962:14,321-34,841 (+)
capH (CDS_0030)
26 27 28 29 31

N I I _— B mu
IMGVR_UViG_3300045988_151990|3300045988|Ga0495776_158744:14,321-26,061 (+)
capH (CDS_0029)
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MGV-GENOME-0296511:14,483-24,996 (+)
ParB-like partition protein (CDS_0002)
8 7 6 5 4 3 DS-15_DS-15A (CDS_0001)

I —
MGV-GENOME-0310696: 1-11,758 (-)
ParB-like partition protein (CDS_0002)

7 6 5 43 DS-15_DS-15A (CDS_0001)
I T B
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IMGVR_UViG_3300045988_146493|3300045988|Ga0495776_134404:1-10,256 (-)
ThsB1_00005 TIR-like (CDS_0012)

holin (CDS_0017) ThsA1_00002 Macro (CDS_0013) transposase (CDS_0006) ParB-like partition protein (CDS_0002)
T 16 15 14 | 11 10 9 8 7 - 5 4 3 DS-15_DS-15A(CDS_0001)
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uvig_201394:1-22,485 (-)
ABC transporter (VF0818) (CDS_0031)

ABC transporter (VF0818) (CDS_0030) transcriptional repressor (CDS_0041)
amidase (CDS_0029) PD-T7-4_PD-T7-4 (CDS_0040)
holin (CDS_0027) 32 34 esterase/lipase (CDS_0038) Retron_VI_HTH (CDS_0042)
R T337 35 36 37 | | Ta43

uvig_442356_:14,413-35,324 (+)
holin (CDS_0026)
27 esterase/lipase (CDS_0028)

uvig 49952:14,483-25,919 (+)
amidase (CDS_0029)
holin (CDS_0026) 33
2223 ] 27 28 30 31 32 T 34 esterase/lipase (CDS_0035)
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uvig_165543:14,400-31,483 (
tail protein (CDS_0017) distal tail protein Dit (CDS_0018) 2223 26 27

MGV-GENOME-0313543:10,007-21,630 (+)
9000 nt i
DNA, RNA and nucleotide metabolism integration and excision lysis other tail transcriptionregulation unknown function defence (DefenseFinder) defence (PADLOC) virulence (VFDB)
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