20
21 23 capH (CDS_0028) DnaD-like helicase loader (CDS_0035)
19 | T227 24 25 26  AbiD(CDS_0027) 293031 3233 34 36 37 38 3940 41 42
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uvig_281777:14,548-27,417 (+)
DnaD-like helicase loader (CDS_0031)
PDC-501_ WP_067088819.1 (CDS_0026)
21 27 2829 30 32 35 36

I - I I I N S
uvig 596343:14,727-26,574 (+)
AbiD__AbiD (CDS_0027) nucleoside triphosphate pyrophosphohydrolase (CDS_0039)
capH (CDS_0028) DnaD-like helicase loader (CDS_0035)
[ 293031 3233 34 36 42 43

21 26

IMGVR_UViG_3300045988_116981|3300045988|Ga0495776_103361: 14,746-28,085 (+)
AbiD_AbiD (CDS 0027)
capH (CDS_0028) DnaD-like helicase loader (CDS_0034)
24 26 | T 2930 3132 33 35
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MGV-GENOME-0247303: 14,729-27,256 (+)

capH (CDS_0026)
AbiD (CDS_0025) DnaD-like helicase loader (CDS_0031)
18 24 | 27 2829 30 32

IMGVR _UViG_3300045988_134415|3300045988|Ga0495776_033280: 13,627-23,834 (+)
AbiD__AbiD (CDS_0031)
ABC transporter (CDS_0029) capH (CDS_0032)DnaD-like helicase loader (CDS_0037)
22 PDC-S01_WP_067088819.1 (CDS_0027) 28 30 ‘ 33 3435 36 38 41 42
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SAMEA1906523 al ct58097 vs1:14,713-33,106 (+)
AbiD__AbiD (CDS_0027)
capH (CDS_0028)DnaD-like helicase loader (CDS_0033)
26 | ] 29 3031 32 34
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IMGVR_UViG_3300045988_121306|3300045988|Ga0495776_148470: 14,740-28,260 (+)
retron_type_VI_hth_cluster2_1 (CDS_0026)
DnaD-like helicase loader (CDS_0031)
25 27 2829 30 32 37 38 39 40
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uvig_165719:14,749-27,622 (+)
retron_type_VI_hth_cluster2_1 (CDS_0028)
DnaD-like helicase loader (CDS_0034) HNH endonuclease (CDS_0041)
2627 29 30 3132 33 35 39 | 42
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IMGVR_UViG_3300029359_000022|3300029359]Ga0243835_1000727: 14,735-26,614 (+)
DnaD-like helicase loader (CDS_0030)
26 2728 29 31
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IMGVR_UViG_3300029779_000353|3300029779|Ga0243834_1000540|5746-37482: 14,735-24,583 (+)
DnaD-like helicase loader (CDS_0036)
26 27 28 29 30 31 32 3334 35 37

\
{

uvig_451050: 14,735-31,180 (+)
Control_protein_00002 control (CDS_0034)
PDC-S01_WP_067088819.1 (CDS_0026) capH (CDS_0033) DnaD-like helicase loader (CDS_0043)
Reverse transcriptase 27 28 29 30 31 32 \ 35 3637 38 394041 42 44
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uvig_167871: 14,736-34,389 (+)
Control_protein_00002 control (CDS_0028)
capH (CDS_0027) DnaD-like helicase loader (CDS_0037)
26 1| 29 3031 32 333435 36 38

MGV-GENOME-0245899: 14,736-28,582 (+)
retron_type_VI_hth_cluster2_1 (CDS_0028)
DnaD-like helicase loader (CDS_0033)
retron_type_VI_hth_cluster2_1 (CDS_0027)
24 25 26 | 293031 T35 39
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MGV-GENOME-0225173: 13,633-25,245 (+)
29 DnaD-like helicase loader (CDS_0034)
2526 27 28 TSO 31 3233 35 42 43

uvig_192866:14,730-25,947 (+)
Control_protein_00003 control (CDS_0025)

27 DnaD-like helicase loader (CDS_0032)
26 [28 29 3031 33 40
_—— L1 [ |} |

N
MGV GENOME-0221544: 14,730-25. 492( )
DnaD-like helicase loader (CDS_0029)

26 2728 30

L e ——
uvwg 357053 14,725-24,941 (+)
capH (CDS_0026) DnaD-like helicase loader (CDS_0033)
272829 3031 32 34

N
e
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uvig_165386:14,734-25,129 (+)
DnaD-like helicase loader (CDS_0031)
PDC-S01_WP_067088819.1 (CDS_0026) 27 28 29 30 32
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IMGVR_UViG_3300045988_122177|3300045988|Ga0495776_144196:14,743-26,184 (+)
7000 nt i
DNA, RNA and nucleotide metabolism lysis moron, auxiliary metabolic gene and host takeover unknown function defence (DefenseFinder) defence (PADLOC)
—




