MazG-like pyrophosphatase (CDS_0027)
endolysin (CDS_0017) PDC-505_WP_205747975.1 (CDS_0022) 29 31
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IMGVR_UViG_7000000156_000093|7000000156|SRS064423 LANL scaffold_69631:23,836-31,764 (+)
2324 25

— [ I R
IMGVR_UViG_3300007208 000228|33000O7208\Ga0103291 100049[34332-72635:23,836-31,207 (+)
endolysin 24 25 26

i

IMGVR_UViG_3300008636_000151|3300008636|Ga0111420_100003|218372-257239: 24,802-31,756 (+)
20 25 26 27
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SRS022980_al ct33430_vs1:23,782-31,880 (+)

242526 27 28

IMGVR_UViG_2788500273_000004|2788500273|2788553892|1692038-1730353: 23,840-31,765 (+)
242526 27

SRS143423 al ct18445:23,835-32,295 (+)
PDC-S05_WP_220413105.1 (CDS_0022)
transcrlptlonal repressor (CDS_0024)
26
25 [27

MGV-GENOME-0261112:23,840-32,196 (+)
transcriptional repressor (CDS_0024)
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IMGVR_UViG_3300045988_114454|3300045988|Ga0495776_177998: 23,830-32,207 (+)

retron_type_VI_hth_cluster2_1 (CDS_0027)
20 26 [ 2829 30
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IMGVR_UViG_3300006319_000250|3300006319|Ga0099581_100006|124337-163691: 24,843-32,709 (+)
16 20 2122
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IMGVR_UViG_3300007220_000248|3300007220|Ga0104054_100255[26646-62551: 14,176-28,769 (+)

Retron_VI_HTH (CDS_0027)
28

it

IMGVR_UViG_3300007358_000282|3300007358|Ga0104765_100088|6463-50743: 31,638-37,184 (+)
26 27 28 33

i

IMGVR_UViG_3300045988_153251|3300045988|Ga0495776_171275:32,746-38,766 (+)
12 13 14 2021 22

IMGVR_UViG_7000000511_000179|7000000511|SRS018591_WUGC _scaffold_10283|46480-82941: 12,072-29,365 (+)

Retron_VI_HTH (CDS_0024)
19 25 26
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IMGVR_UViG_3300007314_000235|3300007314|Ga0104968_100001|199532-238225:23,841-31,572 (+)

Retron_VI__HTH (CDS_0022)
19 T 23 24

IMGVR_UViG_7000000222_000060|7000000222|SRS057539_LANL scaffold_54934:14,174-30,166 (+)

32 34 3536
C ik _C1bDat D00
SRS147151_al ct26558 vs01:35,253-40,412 (+)

23 2425

E

SRS014728_a1_ct18820_vs1: 17,432-23,207 (+)

PDC-513_WP_186842295.1 (CDS_0023)
22 25 2627

IMGVR_UViG_3300007194_000198|3300007194|Ga0103269_100002|79528-118491:23,831-31,769 (+)

Retron VI_HTH (CDS_0026)
19 T 2728
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IMGVR_UVIG_3300006260_000002|3300006260|Ga0099518_100403: 24,835-31,405 (+)
CBPs (VF0145) (CDS_0020)
19 21 25 27 2829
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IMGVR_UViG_3300045988_123078|3300045988|Ga0495776_025037:23,830-33,343 (+)

Retron_VI__HTH (CDS_0026)
20 21 22 T 2728 29
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IMGVR_UVIG_3300045988_136164|3300045988|Ga0495776_072202: 24,833-32,914 (+)
Retron_VI__HTH (CDS_0026)
T 2728 29 30
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IMGVR_UViG_3300008524_000166|3300008524|Ga0111046_100097(7200-46893:24,914-32,599 (+)
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IMGVR_UViG_7000000394_000103|7000000394|SRS019607_WUGC _scaffold_55699: 14,253-31,530 (+)
transcriptional repressor (CDS_0025)
UmuD-like protein (ED?_OOZ4)
23 | 2627

IMGVR_UViG_3300045988_118746|3300045988|Ga0495776_157814:23,836-31,076 (+)

transcriptional regulator (CDS_0025)
23 Retron_VI__HTH (CDS_0026)

é

IMGVR_UViG_3300019477_000079|3300019477|Ga0197716_100033: 14,304-30,985 (+)
Retron_VI_HTH (CDS_0022)

24
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IMGVR_UViG_7000000374_000042|7000000374|SRS016342_Baylor_scaffold_41598:14,174-30,381 (+)
6000 nt i
DNA, RNA and nucleotide metabolism head and packaging integration and excision lysis other transcription regulation unknown function defence (DefenseFinder) defence (PADLOC)
— I

virulence (VFDB) tRNA pseudogene
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