retron_type_VI_hth_cluster2_1 (CDS_0029)
excisionase (CDS_0032)
anti-repressor (CDS_0031)

27 28 30 \

holin (CDS_0020)

T 21 22 23 endolysin (CDS_0024) integrase (CDS_0025) 26 33 34 35

— -

OTU_2520:18,194-34,022 (+)

retron_type_VI_hth_cluster2_1 (CDS_0029)
anti-repressor (CDS_0031)

endolysin (CDS_0024) 28 30 excisionase (CDS_0032) 33

anti-CRISPR-Cas evasion by DNA repair (APIS131) (CDS_0040)
anti-CRISPR-Cas evasion by DNA repair (AP1S149) (CBS,OOSS)

host nuclease inhibitor

36 37 39 | 41 42

37
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e D

[ I -
SRS149961 al ct6916:18,358-33,252 (+)
retron_type_VI_hth_cluster2_1 (CDS_0031)
excisionase (CDS_0032)
30 |

T 33replication initiation protein (CDS_0036) DnaC-like helicase loader (CDS_0037)
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OTU_3465:19,284-32,416 (+)
retron_type_VI_hth_cluster2_1 (CDS_0034)
anti-SOS response (APIS178) (CDS_0035)

27 28 Streptococcal enolase (VF1060) (CDS_0029) 33 excisionase (C DS,6036)

I
uvig_316734:20,509-35,237 (+)
retron_type_VI_hth_cluster2_1 (CDS_0031)
anti-SOS resﬂanse (API1S178) (CDS_0032)
DNA binding protein (CDS_0034)
30 exci5|onase7(CDS?5633)

DNA binding protein (CDS_0037)

41
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LD
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| I I
TemPhD_cluster_33393:19,475-31,893 (+)
retron_type_VI_hth_cluster2_1 (CDS_0029)
anti-SOS response (APIS178) (CDS_0031)
superinfection exclusion (CDS_0026) DNA binding protein (CDS_0032)
25 28 | 30 | 333435

DL

mGVR,UViG,SBOOOZ‘?l10,00000l|3300029110\Ga0169174?100164: 18,402*3?,396 (+)
retron_type_VI_hth_cluster2_1 (CDS_0029)
anti-SOS response (APIS178) (CDS_0031)
28 | 30 32

33 34 35 39
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MGV-GENOME-0250223:18,402-31,811 (+)
retron_type_VI_hth_cluster2_1 (CDS_0029)
anti-SOS response (APIS178) (CDS_0030)
DNA binding protein (CDS_0031)
22 endolysin (CDS_0024) 28 | T 32

36
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SAMN12237103 a1 ct334:18,342-31,996 (+)
retron_type_VI_hth_cluster2_1 (CDS_0029)
DNA binding protein (CDS_0032)
26 28 30 31 ] 33 35

RusA-like Holliday junction resolvase (CDS_0040)

BB — =

{0

- I
SRS014127_al_ct8531:18,342-32,263 (+)
anti-SOS response (AP1S178) (CDS_0033)
anti-CRISPR-Cas (AcrlIA31) (CDS_0026) capH (CDS_0031)
25 [ 27 T 32 DNA binding protein (CDS_0034)

MGV-GENOME-0255418: 19,?832,716 (+)
anti-SOS response (AP1S178) (CDS_0032)
capH (CDS_0030)
31 DNA binding protein (CDS_0033)

D

I
uvig_109174:19,248-32,563 (+)
anti-SOS response (AP1S178) (CDS_0033)
capH (CDS_0031)

27 32 DNA binding protein (CDS_0034)

D1

e~ I — I
IMGVR_UViG_3300014507_000020|3300014507|Ga0169743_10104|13049-50577:19,248-32,820 (+)
anti-repressor Ant (CDS_0035)
33

26 restriction endonuclease (CDS_0027) 32T 34 excisionase (CDS_0036) 37 38
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I
TemPhD_cluster_50624:20,274-34,458 (+)
anti-repressor Ant (CDS_0033)
capH (CDS_0029) excisionase (CDS_0034)

anti-CRISPR-Cas (AcrllA31) (CDS_0025) 30 3132 | ] 35

BB ——< K ]GO ODEh—D—{ DL D

| _— —
IMGVR _UViG_3300008581_000017|3300008581|Ga0111080_100161:18,617-33,516 (+)
anti-repressor Ant (CDS_0033)
capH (CDS_0029) excisionase (CDS_0034)

| 303132 | T 35
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IMGVR_UViG_3300007107_000001|3300007107|Ga0102632_1000181:18,617-33,207 (+)
DNA binding protein (CDS_0035)
anti-repressor Ant (CDS_0034)
25 26 31 32 33 ‘ 37 38
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IMGVR_UViG_3300029888_000010|3300029888|Ga0245333_100410: 19,367-32,668 (+)
anti-repressor Ant (CDS_0033)
26 30 31 32 DNA binding protein (CDS_0034)
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e r—
IMGVR _UViG_3300045988_005767|3300045988|Ga0495776_182860:19,367-32,471 (+)
transcriptional regulator (CDS_0030)
anti-repressor Ant (CDS_0033)
26 integrase (CDS_0027) 31 32

=
/-

DNA binding protein (CDS_0034)
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uvig 188713:19,367-33,326 (+)
t 6000 nt i
DNA, RNA and nucleotide metabolism integration and excision

defence (PADLOC) virulence (VFDB) anti-defence (dbAPIS)

lysis  moron, auxiliary metabolic gene and host takeover other
—

=

transcription regulation unknown function



