retron_type_VI_hth_cluster2_1 (CDS_0034)
PDC-M69A_WP_216276383.1 (CDS_0033)

tail associated cell-wall hydrolase (CDS_0022) anti-SOS response (APIS132) (C‘DS,0032) anti-CRISPR-Cas evasion by DNA repair (APIS131) (CDS_0046)
holin (CDS_0025) ParB-like partition nuclease (CDS_0035)
tail fiber protein (CDS_0023) excisionase (CDS_0030) 38 Sak-like ssDNA annealing protein (CDS_0045)
24 endolysin (CDS_0026) 27 28 29 T =3 36 37| 39 40 41 42 4344 | 47
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TemPhD_cluster_60339: 19,096-35,746 (+)
retron_type_VI_hth_cluster2_1 (CDS_0033)
ParB-like partition protein (CDS_0035)
ParB-like paFtition nuclease (CBS_0034)

PDC-M69A WP _216276383.1 (CDS_0032) anti-repressor Ant (CDS_0038)
anti-SOS response (APIS132) (CDS_0031) 37
excisionase (CDS_0029) 30 | | 36 [ 39 40
Y, D D e
ey ] z I I L 1 | I I S I — I —

TemPhD_cluster_25527:19,096-35,746 (+)
retron_type_VI_hth_cluster2_1 (CDS_0035)
PDC-M69A_WP_216276383.1 (CD5_0032)
“anti-50S response (APIS178) (CDS_0036)

33
T34 37

excisionase (CDS_0029) 30 31
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TemPhD_cluster_41475:19,096-34,109 (+)

Hemolysin HIyA (VF0646) (CDS_0030) transcriptional repressor (CDS_0037)
endolysin (CDS_0027) excisionase (CDS_0032) capH (CDS_0036)
26 28 29 T 33 34 35 | 38 39 40
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IMGVR _UViG_2728369624 000002|2728369624|2728463484(523566-569783:21,995-36,939 (+)

transcriptional repressor (CDS_0035)
anti-rep;assor Ant (CDS_0036)
capH (CDS_0034)
22 excisionase (CDS_0030) 31 32 33 [ | 37 38

1 —|
TemPhD_cluster 48636 _:19,612-34,958 (+)
transcriptional repressor (CDS_0035)

excisionase (CDS_0030) capH (CDS_0034)
28 T 31 32 33 | | 3 37 38
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mPhDiduster,éOSSé: 19,612-35,254 (+)
anti-SOS response (APIS132) (CDS_0034)
lanti-repressor Ant (CDS_0037)
Retron_VI_HTH (CDS_O635)
ahti-repressor Ant (CDS_0040)

38
excisionase (CDS_0032) 33 ‘ 36 T39 41 42 44 46 Erf-like ssDNA annealing protein (CDS_0048)

Mu Gam-like end protection (CDS_0047)
| I 1 "}y "} } | — I —
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TemPhD_cluster_41301:20,943-36,125 (+)
anti-SOS response (AP1S132) (CDS_0033)
anti-SOS response (AP1S178) (CDS_0039)
anti-repressor Ant (CDS_0036)

capH (CDS_0034) 38
excisionase (CDS_0031) 32 | T 35 37 40
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TemPhD_cluster_60390: 20,034-35,408 (+)
retron_type_VI_hth_cluster2_1 (CDS_0038)
anti-SOS response (AP1S132) (CDS_0032)
anti-repressor Ant (CDS_0035)

capH (CDS_0033) 36 40
FS_Sma_Sma(CDS0031) | | 34 37 T4 Sak-like ssDNA annealing protein
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TemPhD_cluster_35812_:20,718-33,963 (+)
retron_type_VI_hth_cluster2_1 (CDS_0040)
anti-SOS response (APIS132) (CDS_0034)
anti-repressor Ant (CDS_0037)

excisionase (CDS_0032) capH (CDS_0035) 38 43
holin (CDS_0026) endolysin (CDS_0027) Tha(CDS.0033)| [ 36 BES 41 42] 44
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IMGVR _UViG_2826454680_000001|2826454680(2826454680[1013119-1058873:21,917-37,456 (+)
retron_type_VI_hth_cluster2_1 (CDS_0040)
anti-SOS response (AP1S132) (CDS_0034)
anti-repressor Ant (CDS_0037)

excisionase (CDS_0032) capH (CDS_0035) 38 43
Tha(CDS 0033)| | 36 139 41 4244
N BN L[ | &8 | —— —
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IMGVR_UVIG_2826573099_000001|2826573099|2826573099|1013218-1058532:21,917-37,028 (+)
Hemolysin HlyA (VF0646) (CDS_0030)
28 29 31 35 single strand DNA binding protein (CDS_0036)
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IMGVR _UViG_2724679002_000008|2724679002|2724692750[114-39492: 18,395-31,946 (+)

anti-SOS response (AP1S132) (CDS_0032)
lanti-repressor Ant (CDS_0035)
Retron_VI_HTH (CDS_0033)
excisionase (CDS_0030) 31 | T 34 | 36 37
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TemPhD_cluster_60371: 18,831-33,526 (+)
anti-SOS response (AP1S132) (CDS_0033)
lanti-repressor Ant (CDS_0036)
Retron_VI_HTH (CDS_0034)
29 30 FS_Sma_Sma(CDS0032) | 35 | 37 38 retron_type_VI_hth_cluster2_1 (CDS_0039)
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IMGVR_UViG_2645727879_000004(2645727879|2645765273|136-43672: 20,949-36,674 (+)

retron_type_VI_hth_cluster2_1 (CDS_0034)
PDC-M69A_WP_216276?§3.1 (CDS_0033)
anti-SOS response (APIS132) (CDS_0032)
L ParB-like partition protein (CDS_0036)
ParB-like pat"tition nuclease (CBS,OOSS)
st | || | 37 38

| N
TemPhD_cluster_29383:20,719-34,840 (+)
retron_type_VI_hth_cluster2_1 (CDS_0037)
transcriptional regulator (CDS_0032)
anti-repressor Ant (CDS_0034)

35
excisionase (CDS_0030) 31 ‘ 33 136 ‘ 39
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TemPhD_cluster_48847_:19,056-35,195 (+)
transcriptional regulator (CDS_0033)

Retron_VI_HTH (CDS_0034) Sak4-like ssDNA annealing protein (CDS_0042)
anti-repressor Ant (CDS_0035)
excisionase (CDS_0030) 31 32 | | 3637 38
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TemPhD_cluster_35822_: 18,837-35,516 (+)
Retron VI_HTH (CDS_0033)
30 31 32 34 35 3738

IMGVR_UVIG. 265724561 1 000005|265724561 1126573 17898| 14518-56084: 19,314-3 1,879 (+)
PDC-M69A_WP_216276383.1(CDS_0030)
anti-reprgsgor Ant (CDS_0031)
FS_Sma_Sma(CDS_0028) 29 | 32 33

| [ e N S—
IMGVR_UViG_2590828767_000004|2590828767|2590869828|1460385-1501019: 18,408-30,518 (+)
anti-SOS response (AP1S178) (CDS_0039)
transcriptional regulator (CDS_0034)
Retron_VI__HTH (CDS_0035)

Protein of unknown function (Retron_VII_2_DUF3800) (CDS_0029) anti-repressor Ant (CDS_0036)
excisionase (CDS_0031) 37 40
32 33 Tss T41
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TemPhD._cluster 35682.: 19,659-35,252 (+)
transcriptional regulator (CDS_0033)
Retron_VI_HTH (CDS_0034)
anfi-reprgs';or Ant (CDS_0035)
excisionase (CDS_0030) 31 32 | | 36 37

TemPhD_cluster_48865_:20,263-35,301 (+)
anti-SOS response (AP1S132) (CDS_0031)
capﬁ (CDS_0032)
excisionase (CDS_0029) 30 \ T 333435 retron_type_VI_hth_cluster2_1 (CDS_0036)
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IMGVR_UVIG. 2574180281 000004/ 2574 180281]2574229642| 17583-60068: 18,844 32,185 (+)
anti-SOS response (AP1S132) (CDS_0031)
capﬁ (CDS_0032)
29 30 i :2 34 retron_type_VI_hth_cluster2_1 (CDS_0035)
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IMGVR_UVIG_2574180427_000003|2574180427|2574238300|17433-58717:18,872-31,794 (+)

retron_type_VI_hth_cluster2_1 (CDS_0037)
anti-SOS response (AP1S132) (CDS_0032)
capH (CDS_0033)anti-SOS response (APIS178) (CDS_0038)
31 | | 3435 36 | 39 40
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TemPhD_cluster_29313:19,659-35,242 (+)
retron_type_VI_hth_cluster2_1 (CDS_0036)
anti-SOS response (AP1S132) (CDS_0031)
capH (CDS_0032)
30 | | 3334 35 38

TemPhD_cluster_60815: 18,844-33,124 (+)
anti-SOS response (AP1S132) (CDS_0030)
capH (CDS_0031)
21 holin (CDS_0026) endolysin (CDS_0027) 28 29 \ T 3233 34 retron_type_VI_hth_cluster2_1 (CDS_0035)
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IMGVR_UViG_2531839039_000012|2531839039|2531852090|2-40864: 18,654-31,092 (+)
anti-SOS response (APIS132) (CDS_0033)
anti-SOS response (AP1S178) (CDS_0038)
capH (CDS_0034)

36 39
excisionase (CDS_0031) 32 ‘ 35 [ 37 T4o 42
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IMGVR_UVIG_2681813286_000005|2681813286|2681882496|17450-59531: 19,641-34,132 (+)

PDC-M69A_WP_216276383.1(CDS_0037)
transcriptional regulator (63570036)
Tha (CDS_0033)
capP (CDS_0029) 30 excisionaseiCDS_BOSZ)g 35 38 39 retron_type_VI_hth_cluster2_1 (CDS_0040)
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TemPhD_cluster_32050: 20,943-34,832 (+)
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DNA, RNA and nucleotide metabolism integration and excision lysis other tail transcriptionregulation unknown function defence (DefenseFinder) defence (PADLOC) virulence (VFDB)
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