anti-CRISPR-Cas evasion by DNA repair (AP1S109) (CDS_0038)
PDC-M63A_WP_219342155.1 (CDS_0043)
Kil proteln for bacterial septatlon inhibition (CDS_0041) ClI-like transcriptional activator (CDS_0046)
RecT-| Ilke ssDNA annealing protem (CDS_0039) transcriptional repressor (CDS_0045)
queume tRNA-rlbosyItransferase replication initiation O-like (CDS_0048)
| PDC-M63B_WP_215933522.1 (CDS_0042)  replication initiation O-like (CDS_0047)
37  Gamanti-RecBCD (APIS092) (CDS_0040)]  Cl-like repressor (CDS_0044) | | 49

w

L e
TemPhD_cluster_29033:30,412-37,798 (+)
anti-CRISPR-Cas evasion by DNA repair (APIS149) (CDS_0039)
PDC-M63A WP_219342155.1 (CDS_0043)
queuine tRNA-ribosyltransferase (CDS_0036) PDC-M63B_WP_215933522.1 (CDS_0042)

34 35 | | 44 replication initiation O-like (CDS_0047)
(NN I . I I
TemPhD_cluster_19654:29,123-37,893 (+)
RecT-like ssDNA annealing protein (CDS_0033) PDC-M63A_WP_219342155.1 (CDS_0040)

DrmD_00013 DrmD (CDS_0034) PDC-M63B_WP_215933522.1(CDS_0039) replication initiation O-like (CDS_0044)

| 35 36 Cl-like repressor (CDS_0041) "] replication initiation O-like (CDS_0045)

a1 K K KK i C Dot F
O I . T I S— I I
IMGVR_UVIG_2547132255_000004|2547132255|2547204462(47726-92330: 24,676-34,114 (+)
exonuclease (CDS_0037)  PDC-542_WP_165601015.1 (CDS_0042)

38 Cl-like repressor (CDS_0043) 49
G KEEEHK—C KD O B
- - 5 I S SN S A
TemPhD_cluster_31482: 31,048-38,459 (+)

Cl-like repressor (CDS_0039)
PDC-S25 WP_154241747.1 (CDS_0038) 44 45 46 47

TemPhD_cluster_42807:24,474-34,617 (+)
39 40 46 PD-Lambda-1_ WP_082363513.1 (CDS_0047)

&

— - — E— — — —
TemPhD_cluster_59109:30,687-42,452 (+)
PDC-M63A_WP_219342155.1 (CDS_0033)
PDC-M63B_WP_215933522.1 (CDS_0032) Cl-like repressor (CDS_0034)
—— — — — —— — | —

T —
uvig_165158: 19,280-29 066( )
39 40 Cl-like repressor (CDS_0041)

e | o O e
IMGVR_UViG_2529293141_000012|2529293141|2529404631|72960-119598: 30,759-37,648 (+)

34 35 36 NLR_like_bNACHTO1_NLR_like_bNACHTO1 (CDS_0042)
P o e S D gy W gy S

IMGVR_UViG_2734482773_000006|2734482773|2734684420|55-42942: 26,604-36,636 (+)
40 41 42 Invasin B/Ifp (VFO574) (CDS_0047) 48 esterase (CDS_0049)

TemPhD_cluster_59101:29,826-42,905 (+)
37 38  Cl-like repressor (CDS_0039) 44

IMGVR_UViG_2568526473_000002|2568526473|2568573559|226942-266947:22,582-35279 (+)
DS-32_DS-32B (CDS_0043)
36 Cl-like repressor (CDS_0037) DS-32__DS-32A (CDS_0042) 44
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DS-6__DS-6A (CDS_0035)
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44 MTase_I1_.00048 Type (CDS_0045)

w
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P S I
TemPhD_cluster_60131:29,477-39,136 (+)

FS_HsdR_like_ DUF6731 (CDS_0035) DS-9_DS-9B (CDS_0042)
34 36 DS-9__DS-9A (CDS_0041) 43

IMGVR_UViG_2541047956_000001|2541047956]2541180088|100415-143598: 24,078-35,405 (+)
PDC-M11A_WP_212116594.1 (CDS_0038)

PDC-M11B_WP_204471233.1 (CDS_0037) 39 44
L e I [ N 1 — I
IMGVR_UViG_2687453442_000006|2687453442|2687454072|3318151-3367161: 30,234-41,000 (+)
41 Cl-like repressor (CDS_0042) 47 48 49
eI ige—C —C —OF oo ) —{ (L 10
IMGVR _UViG_2917875804_000001|2917875804|2917875808|2-40513:24,138-34,073 (+)
Cl-like repressor (CDS_0046)
PDC-525_WP_154241747.1 (CDS_0045) SMR _efflux_EmrE-NCBIFAM multidrug efflux SMR transporter EmrE (NFO42984.1) (CDS_0052)

TemPhD_cluster_23407:26,645-37,190 (+)
PDC-S42_WP_165601015.1 (CDS_0039)
Cl-like repressor (CDS_0040)

w
el

TemPhD_cluster_47738:31,306-41,046 (+)
Cl-like repressor (CDS_0032)
PDC-525_WP_154241747.1 (CDS_00§1)

I — N I — I I
uvig 419374:18,145-29,425 (+)
RexAB__RexB Membrane-anchored ion channel, Abi component (CDS_0038)
Cl-like repressor (CDS_0040)
RexA (CDS_0039)
- S — I I

IMGVR_UViG_2660237933_000004|2660237933|2660240310|1-40475:23,370-34,218 (+)

40 41 Cl-like repressor (CDS_0042) DS-10__DS-10 (CDS_0048)
L I I N N ——
TemPhD_cluster_27620: 25 722 35,680 (+)

37 38 39
O I N EE— I I —
TemPhD_cluster_49927: 23 389 33,404 (+)

38 39 40 PDC-S59_WP_173620398.1 (CDS_0047)

TemPhD_cluster_61670:22,776-32,990 (+)
MgsRAC__mgsR (CDS_0043)
MgsRAC_mqgsC (CDS_0041) 42 Cl-like repressor (CDS_0044)

TemPhD_cluster_29945:24,792-35,504 (+)
MgsRAC_mgsR (CDS_0038)
MasRAC_mqsC (CDS_0036) 37 39

TemPhD_cluster_15635:29,621-40,547 (+)
DS-6__DS-6A (CDS_0052)
DS-6_DS-6B (CDS_0051) Cl-like repressor (CDS_0053) 59 60

TemPhD_cluster_46989: 34 720 45,107 (+)
DS-6__DS-6A (CDS_0037)
DS-6__DS-6B (CDS_0036) Cl-like repressor (CDS_0038)

TemPhD_cluster_23705_: 23 568 34,128 (+)
DS-6__DS-6A (CDS_0053)
DS-6__DS-6B (CDS_0052) Cl-like repressor (CDS_0054)

i

TemPhD_cluster 39683 : 34 591 45,488 (+)
DNA binding protein (CDS_0062)
54 55 Cl-like repressor (CDS_0056) 63

. E—
TemPhD_cluster_39351 :39,380-49,664 (+)

40 41 Cl-like repressor (CDS_0042)

TemPhD_cluster_47007:31,393-44,531 (+)
40 41 Cl-like repressor (CDS_0042) 47

TemPhD_cluster_26883:31,393-44,531 (+)
51 52 Cl-like repressor (CDS_0053)

IMGVR _UViG_2537561603 000004|2537561603]2537573930|1306720-1360354: 34,818-47,848 (+)
FS_HsdR_like_ DUF6731 (CDS_0041)
40 Cl-like repressor (CDS_0042)

S S e E—
TemPhD_cluster_28932:29,826-43,793 (+)

FS_HsdR_like_ DUF6731 (CDS_0037)

36 Cl-like repressor (CDS_0038)
A e g—C K o o e

IMGVR_UViG_2778261229_000001|2778261229|2778292344[102370-149055: 27,058-40,901 (+)
RexAB__RexB Membrane-anchored ion channel, Abi component (CDS_0056)
RexA (CDS_0057) 58

TemPhD_cluster_56994:39,886-53,526 (+)
40 41 Cl-like repressor (CDS_0042)

TemPhD_cluster_39846_: 28,400-42,060 (+)

w
w

36 Cl-like repressor (CDS_0037)

%

IMGVR _UViG_2740892024_000003|2740892024|2740904591(261029-306345:23,825-37,538 (+)
35 36 Cl-like repressor (CDS_0037)

IMGVR _UViG_2541047830_000009|2541047830|2541174379(27772-72754:23,825-37,204 (+)
34 35 36  Cl-like repressor (CDS_0037)

|ﬁ

e —
uvig_90677:25,541-39,095 (+)

FS_HsdR_like_ DUF6731 (CDS_0042)
41 Cl-like repressor (CDS_0043) PDC-M62B_WP_051775087.1 (CDS_0048) PDC-M62A WP_001166610.1 (CDS_0049)

TemPhD_cluster_47824:30,599-42,660 (+)
35 36 Cl-like repressor (CDS_0037)
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IMGVR_UViG_2718218168 000007|2718218168|2718228723|3756367-3796750: 24,513-31,647 (+)
DS-6__DS-6A (CDS_0028)
DS-6__ DS-6B (CDS_0027) Cl-like repressor (CDS_0029)

uvig_78742:14,941-22,661 (+)
PDC-542_WP_165601015.1 (CDS_0043)

|
’ﬁ

TemPhD_cluster_58688:32,674-39,681 (+)

PDC-542_WP_165601015.1 (CDS_0033)
Cl-like repressor (CDS_0034)

|
|
I
;
|

IMGVR_UViG_2579778804_000008|2579778804]2579817706|38262-82205: 25,719-33,033 (+)

PDC-M11A_WP_212116594.1 (CDS_0041)
PDC-M11B_WP_204471233.1 (CDS_0040) 42

I [
TemPhD_cluster_10949: 28,138-35,650 (+)

PDC-M11A_WP_212116594.1 (CDS_0034)
PDC-M11B_WP_204471233.1 (CDS_0033) Cl-like repressor (CDS_0035)

i
i*
|

IMGVR _UViG_647533159_000002|647533159]647536556|396532-439501: 25,362-33,154 (+)
FS_HsdR_like_ DUF6731 (CDS_0037)
36 Cl-like repressor (CDS_0038)

|
|
]
|

IMGVR _UViG_651053021_000002|651053021]651053125]1173160-1217567:24,161-32,151 (+)
DS-6_DS-6B (CDS_0038) Cl-like repressor (CDS_0040)
Ds-6_Ds-6A (CDS_0039)

IMGVR_UViG_2563366826_000001|2563366826]2563392003|24091-70828: 29,200-37,205 (+)

|

Qs
RS
Ia

IMGVR_UViG_2563366856_000001|2563366856]2563393762|7060-50404: 25,310-32,468 (+)
PDC-M63A_WP_219342155.1 (CDS_0036)
PDC-M63B_WP_215933522.1 (CDS_0035) 37

IMGVR_UVIG_648276667_000004|6482766671648300003]|65035-107777:24,768-32,250 (+)
40 41 42

—— —
TemPhD_cluster_49801:25,827-34,125 (+)

39 40

TemPhD_cluster_26960:30,005-36,920 (+)

34 35 Cl-like repressor (CDS_0036)
L e I I I
TemPhD_cluster_47997:28,419-35,644 (+)
33
LS SO SR, S O ey S ; GRS 4 W W— —

IMGVR_UViG_2537562188_000004|2537562188|2537632975|405993-449104:25,380-32,339 (+)
PDC-525_WP_154241747.1 (CDS_0050)

44 Kil protein for bacterial septation inhibition (CDS_0049) 51
1A S SN S Gy o g SHNN G gy I S ¢ B S—,

IMGVR_UVIG_2724679138_000001|2724679138|2724712180|38934-90921: 32,745-41,359 (+)
Cl-like repressor (CDS_0034)
PDC-525_WP_154241747.1 (CDS_0033)

eI o c—c ¢ FOf O ol
IMGVR_UViG_2721755657_000004(2721755657|2721801207|3432212-3475729:25,049-32,890 (+)
Cl-like repressor (CDS_0038)
PDC-525_WP_154241747.1 (CDS_0037)
S OO S O SO o GOy SO F— —
IMGVR_UViG_2861079508_000006|2861079508]2861079508|3515057-3561207: 26,782-34,922 (+)
RosmerTA_RmrA_ 2623274509 (CDS_0041)
40 Cl-like repressor (CDS_0042)
eI oa—aac 1 ¢ -DEDToE

IMGVR_UViG_2690316062_000001|2690316062|2690336403:24,981-32,778 (+)
RosmerTA__RmrA 2623274509 (CDS_0032)
31 Cl-like repressor (CDS_0033)

|
i*

uvig_581686:20,342-28,438 (+
37 38 39 Cl-like repressor (CDS_0040)

IMGVR_UViG_2636416110_000004|2636416110|2636579913|1-39077:22,838-30,413 (+)
40 41

TemPhD_cluster_12419:24,863-31,472 (+)
40 41

TemPhD_cluster_60764:24,869-32,113 (+)
Kil protein for bacterial septation inhibition (CDS_0051)
52

1
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IMGVR_UVIG_2541047794_000002|254104779412541172818(2-51930: 33,477-41,197 (+)

Kil protein for bacterial septation inhibition (CDS_0045)
46

|
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|
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|

IMGVR_UViG_2541047706_000003|2541047706|2541168780|279274-324534:25,726-33,162 (+)

36

Sy 6T S S ) S gy GRS 4 W, E——
TemPhD_cluster_61070: 23,029-29,970 (+)

Kil protein for bacterial septation inhibition (CDS_0057)

51 [ 7] 58
N B -_— LN & | I

TemPhD _cluster_46232:39,283-47, 006( )

Kil protein for bacterial septation inhibition (CDS_0052)

[/ PDC-525_WP_154241747.1 (CDS_0053)

Sy OE T S Sy O gy SO y Gy ) T E——

IMGVR_UVIG_2778261542_000001|2778261542|2778321651|218322-273235: 35,073-43,688 (+)
32

uvig_113734:23,056-29,719 (+)
PDC-525_WP_154241747.1 (CDS_0027)

ivig_4532:15,228-23,069 (+)

33 34
3 OO S 0 O g O | S g g By
IMGVR_UVIiG_2534682162 000010|2534682162|2534791211|40348-83517: 25,054-31,977 (+)

26 27

—_— L & I B | I

o — —_—
uvig_56255:14,942-21,866 (+)
DS-6__DS-6B (CDS_0038) DS-6_ DS-6A (CDS_0039)

N S S
TemPhD_cluster_39990_:30,025-37,769 (+)
Kil protein for bacterial septation inhibition (CDS_0054)
PD-T4-6_WP_036366335.1 (CDS_0056)
\ 55 RuvC-like Holliday junction resolvase (CDS_0057)

I
TemPhD _cluster_56907:40,176-48,714 (+)
PD-T4-6_WP_036366335.1 (CDS_0028)
27 RuvC-like Holliday junction resolvase (CDS_0029)

|
i*

uvig 208373:15,783-23,548 (+)

1
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TemPhD_cluster_35159:29,498-37,104 (+)
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IMGVR_UViG_2713896792_000003|2713896792|2713908806|36627-81563:26,165-34,025 (+)

PDC-M11B_WP_204471233.1 (CDS_0036) CllI-like transcriptional activator (CDS_0040)
PDC-M 111_WP_2121165 94.1(CDS_0037) tail length tape measure protein (CDS_0041)

IMGVR_UViG_2897375277_000002|289737527712897375277|68730-116611:27,677-35,488 (+)
PDC-M11B_WP_204471233.1 (CDS_0032) PDC-M11A WP _212116594.1 (CDS_0033)

IMGVR _UVIG_646564533_000006|646564533]646564564|697281-740845:24,802-32,352 (+)
Kil protein for bacterial septation inhibition (CDS_0052)

| 53
G I K—@CHOLE O

IMGVR_UViG_2563366830_000017|2563366830|2563392224|24115-78290: 38,204-45,643 (+)
PDC-S42_WP_165601015.1 (CDS_0035)

IMGVR_UViG_2778261361_000001|2778261361]2778303624|27813-72160:27,189-34,256 (+)
30 replication initiation O-like (CDS_0034)

ivig_2628: 18,605-25,567 (+)

I w
N
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5

TemPhD_cluster_19254:30,680-37,975 (+)

w
o

TemPhD_cluster_48129:30,296-36,799 (+)
RexAB__RexB Membrane-anchored ion channel, Abi component (CDS_0036)
RexA (CDS_0037)

|
|
|

TemPhD_cluster_5808: 30,239-37,663 (+)
Kil protein for bacterial septation inhibition (CDS_0059)
PDC-M63A_WP_219342155.1 (CDS_0061)
PDC-M63B_WP_215933522.1 (CDS_0060)
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IMGVR_UViG_2740892042_000003|2740892042|2740906191]65106-126921: 40,168-48,449 (+)
PDC-M63A_WP_219342155.1 (CDS_0037)
PDC-M63B_WP_215933522.1 (CDS_0036) Cl-like repressor (CDS_0038)

IMGVR_UViG_2802429223 000001|2802429223]2802449665|222846-269298:25,554-33,062 (+)
PDC-M63B_WP_215933522.1 (CDS_0029) PDC-M63A_WP_219342155.1 (CDS_0030)

I E— . E—
uvig_329002: 18,157-25,696 (+)

PDC-M63A_WP_219342155.1 (CDS_0029)
PDC-M63B_WP_215933522.1 (CDS_0028)

IMGVR_UViG_2541047783_000010|2541047783|2541172319|12195-53732: 23,447-30,131 (+)
PDC-M63A_WP_219342155.1 (CDS_0043)
PDC-M63B_WP_215933522.1 (CDS_0042) Cl-like repressor (CDS_0044)

w
o
w
ey
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TemPhD_cluster_27814: 24 720-34, 304( )
PD-T4-6_WP_139553373.1 (CDS_0036)
35 Cl-like repressor (CDS_0037)

IMGVR_UViG_2671180896_000005|2671180896|2671290504|8815-47587:22,133-30,519 (+)
34 PD-T4-6_WP_139553373.1 (CDS_0035)

IMGVR_UViG_2778261538 000001|2778261538|2778321228|102286-146163:24,087-31,677 (+)
RuvC-like Holliday junction resolvase (CDS_0041)
PD-T4-6_WP_036366335.1 (CB‘ S_0040)
39 42

TemPhD_cluster_59114: 30,360-38,125 (+)
RuvC-like Holliday junction resolvase (CDS_0038)
PD-T4-6_WP_036366335.1 (CDS_0037)
36 | Cl-like repressor (CDS_0039)

i

IMGVR_UViG_2563366912_000002|2563366912|2563396422|326022-372426:29,111-40,154 (+)
RuvC-like Holliday junction resolvase (CDS_0042)
PD-T4-6_WP_036366335.1 (CDS_0040)

)| 41 \ Cl-like repressor (CDS_0043)
a0 d—ac__ac ¢ D OO0

IMGVR_UViG_2778261136_000009|2778261136|2778282978|9382-57090: 30,363-38,393 (+)
Kil protein for bacterial septation inhibition (CDS_0046)

DS-6__DS-6B (CDS_0047) Cl-like repressor (CDS_0049)
oMTase_00010 orphan (CDS_0041) Ds-6_Ds-6A (CDS_0048) 56
S G 5, SO S, O % GO SR SO g S S 0y WD Yy WO |

IMGVR_UViG_2778261394 000010|2778261394|2778307056|3-48923: 30,080-41,672 (+)
DNA circularization (CDS_0016)
17 22 23 Cl-like repressor (CDS_0024) 30

1
uvig_23830:11,360-21,640 (+)
baseplate wedge subunit (CDS_0022) Cl-like repressor (CDS_0029)

short tail fiber protein (CDS_0023) PDC-525 WP_154241747.1 (CDS_OOES)

T
uvig_587169:16,393-24,990 (+)
Kil protein for bacterial septation inhibition (CDS_0039)

DNA methyltransferase (CDS_0034) DS-6__DS-6A (CDS_0041)
DNA methylase (CDS_0033) DS-6_DS-6B (CDS_0040) Cl-like repressor (CDS_0042)

O e— [ —1
TemPhD cluster_35829_:23,703-32,619 (+)

;

IMGVR_UViG_2721755723 000005|2721755723|2721801351|3368257-3414769: 26,602-34,036 (+)
Kil protein for bacterial septation inhibition (CDS_0039)

L N I
TemPhD_cluster_39862._: 32 736 38,880 (+)
29 30 31 Kil protein for bacterial septation inhibition (CDS_0036)

E

IMGVR_UVIG_2565956718_000006|2565956718]2565986303|199451-245553:25,732-34,893 (+)
Dnd__DndB (CDS_0048) 53 Kil protein for bacterial septation inhibition (CDS_0054)

IMGVR_UViG_2563366819_000003|2563366819|2563391605|50554-106285: 36,64 1-44,591 (+)
Kil protein for bacterial septation inhibition (CDS_0035)

I
TemPhD cluster_14526:30,703-38,281 (+)
Kil protein for bacterial septation inhibition (CDS_0037)

Sy G T SN S Sy O gy S 1y W, E—
TemPhD_cluster_27004: 30,289-37,230 (+)
Kil protein for bacterial septation inhibition (CDS_0036)
19O O SO Gy U5 ey GRS, 1y W B
TemPhD_cluster_59611:28,603-35,535 (+)
Kil protein for bacterial septation inhibition (CDS_0038)
DS-6__DS-6A (CDS_0040)
DS-6__DS-6B (CDS 0035)
I S N S I

e s E—
TemPhD _cluster_35016:30,810-39 327(+)

Kil protein for bacterial septation inhibition (CDS_0053)
54 55
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IMGVR_UViG_2711768053_000019|2711768053|2711778347|39329-94470: 36,829-44,858 (+)

Kil protein for bacterial septation inhibition (CDS_0036)
37 38

I
TemPhD cluster_59408:29,034-36. 752(+)
Kil protein for bacterial septation inhibition (CDS_0038)

TemPhD_cluster_47923:30,290-37,595 (+)
Kil protein for bacterial septation inhibition (CDS_0028)
29

1
i
g%

uvig 110150: 16,384-24,467 (+)
Kil protein for bacterial septation inhibition (CDS_0039)

exonuclease (CDS_0035)
T 36 40 41
Sy 08 O S Oy O O S, g W
TemPhD_cluster_31417:30,334-38,027 (+)
Kil protein for bacterial septation inhibition (CDS_0038)
39 40
S S S 0y Sy O Oy S 4 O By

TemPhD_cluster_24188:29,992-37,689 (+)
Kil protein for bacterial septation inhibition (CDS_0037)
38 39

|
i
I
0

TemPhD_cluster_40261:28,581-36,278 (+)
Kil protein for bacterial septation inhibition (CDS_0045)
PDC-M11B_WP_204471233.1 (CDS_0046)
| PDC-M11A_WP_212116594.1 (CDS_0047)

IMGVR_UViG_3300029068 _000041|3300029068|Ga0169188_10076|21884-69031:27,967-36,243 (+)
Kil protein for bacterial septation inhibition (CDS_0041)
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TemPhD_cluster_15879:28,701-41,886 (+)
Kil protein for bacterial septation inhibition (CDS_0041)
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TemPhD_cluster_14538:28,701-41,733 (+)

Kil protein for bacterial septation inhibition (CDS_0041)
Cl-like repressor (CDS_0042)

TemPhD_cluster_29083: 28,701-41,786 (+)
Kil protein for bacterial septation inhibition (CDS_0043)
40 Cl-like repressor (CDS_0044)
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TemPhD_cluster_40368: 28,702-41,734 (+)

Dnd__DndB (CDS_0050) Kil protein for bacterial septation inhibition (CDS_0055)

N S N — I
IMGVR_UViG_2923302340_000009|2923302340|2923302340|4003305-4058297: 38,719-43,704 (+)
Kil protein for bacterial septation inhibition (CDS_0038)
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TemPhD_cluster_47292_:30,271-38,626 (+)
PDC-M11A WP_212116594.1 (CDS_0041)
PDC-M11B_WP_204471233.1 (CDS_0040) Cl-like repressor (CDS_0042)
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TemPhD_cluster_35257:30,569-39,866 (+)
PDC-M11B_WP_204471233.1 (CDS_0035)PDC-M11A WP _212116594.1 (CDS_0036)
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IMGVR_UViG_2718218102_000002|2718218102|2718228599(2934627-2977543: 26,780-35,907 (+)

PDC-M11A_WP_212116594.1 (CDS_0036)
PDC-M11B_WP_204471233.1 (CDS_0035) Cl-like repressor (CDS_0037)

IMGVR _UViG_2721755647_000004|2721755647|2721801185[2937991-2979769:23,641-32,938 (+)
Cl-like repressor (CDS_0041)
PDC-525_WP_154241747.1 (CDS_0040)

o —
TemPhD_cluster_40237: 31 388 41,012 (+)
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TemPhD_cluster_48374:29,822-38,026 (+)
RosmerTA_RmrA 2623274509 (CDS_0034)
33 Cl-like repressor (CDS_0035)

IMGVR_UViG_3300028456_000009|3300028456|Ga0307244_110[2299-43873:25,169-35,523 (+)
Kil protein for bacterial septation inhibition (CDS_0049)
42 T 50 FS_HsdR_like_ DUF6731 (CDS_0051)

IMGVR_UViG_2541047789_000001|2541047789|2541172554|128959-175166: 28,549-39,156 (+)

Kil protein for bacterial septation inhibition (CDS_0046)
47  FS_HsdR_like_ DUF6731 (CDS_0048)

IMGVR_UViIG_2541047715_000005|2541047715]2541169168|129174-172558: 25,726-36,333 (+)

FS_HsdR_like_ DUF6731 (CDS_0044)
43 45 46

TemPhD_cluster_59630: 30,328-39,787 (+)
36 37

TemPhD_cluster_20239: 32,135-38,335 (+)
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IMGVR_UViG_2671181085_000007|2671181085/2671315180|207762-251009: 27,241-33,181 (+)
Kil protein for bacterial septation inhibition (CDS_0056)
57

1
i
I
10
|
I
|

IMGVR_UViG_2698536610_000002|2698536610|2698576468|99216-157144:41,257-47,859 (+)
FS_HsdR_like_ DUF6731 (CDS_0032)
31 Cl-like repressor (CDS_0033)

MGVR_UVIG_2737471837_000010|2737471837|2737498315|3-41648: 21,883-30,403 (+)
5000 nt i
DNA, RNA and nucleotide metabolism moron, auxiliary metabolic gene and host takeover other tail transcription regulation unknown function defence (DefenseFinder)
I —_—

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




