Cox-like excisionase and repressor (CDS_0040)
Cll-like transcript%nal activator (CDS_0041)
tail protein (CDS_0028) cell division inhibitor (CDS_0042)
26 27 | 29 30 31 32 33 34 35 36 37 38 39 | | T43

IMGVR_UViG_2922225371_000001|2922225371|2922225371|687905-724583 18440:32965(+)

CDS_0034
CDS_0032CDS 0033 | CDS 0035

IMGVR_UViG_2938141539_000001(2938141539|2938141542|970984-1006791 18440:32094(+)
CDS_0027 CDS_0028 transcriptional regulator (CDS_0031)

TemPhD_cluster_13350 18116:28248(+)
transcriptional regulator (CDS_0032)

CDS_0033
CDS_0029 | cDs_0034 CDS_0036
DA OO —CC K DD

|MGVR?UVIGJBOOO140937000027|3300014O93\GaOl215327100086|?1831-67145 20639:33776(+)
transcriptional regulator (CDS_0032) CDS_0033

!

IMGVR_UViG_2675903591_000006(26759035%1| 2675992302|60053-9-2203 18580:30776(+)
transcriptional regulator (CDS_0032) 3334 35 36

!

IMGVR_UViG_3300011524_000006|3300011524|Ga0 120866_100028|?1828-67856 20639:34490(+)

CDS_0036
transcriptional regulator (CDS_0035) | CDS_0037
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transcriptional regulator (CDS_0030)
RNA polymerase sigma factor (CDS_0032)
| 31 33 34 35

IMGVR_UViG_3300031370_000106|3300031370|Ga0302349_ 1000732 17250:32557(+)
CDS_0035

TemPhD_cluster_18582 21812:30840(+)
CDS_0032

TemPhD_cluster_44245 19931:29292(+)

CDS_0037

|MGVR?UVIG?ZSélS111517000001|2561511151\256?541522|317753-351941 22108:31944(+)

CDS_0030
CDS_0029

IMGVR_UViG_2912301847_000004|2912301847| 2?12301847|3948869-3980705 19677:30462(+)

CDS_0030
CDS_0029| CDS_0031

IMGVR_UViG_2693429525_000001|2693429525| 269?43236O|3732 144 18459:30770(+)

CDS_0029 CDS_0030

IMGVR_UViG_2690316054_000008|2690316054| 269?334484|30 105-61933 18459:30457(+)
CDS_0032 CDS_0035

TemPhD_cluster_15033 20417:30411(+)
CDS_0032

TemPhD_cluster_28432 19946:29077(+)
CDsS_0075

\MGVR?UVin25710422027000003|25710422O2\257?05799OI 1135587-1202382 55958:66186(+)

Cox-like excisionase and repressor (CDS_0033)
transposase (CDS_0032)
| CcDs 0037 cDS_0038

i{ﬂ

TemPhD,cIuster7-12 179 22846:30549(+)
CDS_0002

TemPhD_cluster_63612 24328:4091(+)

transcriptional regulator (CDS_0032)
CDS_0034
CDS_0033 CDS_0035

) I 2 Ve WOV o SN o OO, D, DD WD

IMGVR_UVIG_2731957818 000013|2731957818|2732013271|308150-342676 19755:32856(+)
33 34 35 3 37 38 39

IMGVR_UViG_2711768187_000002|2711768187| 27Tl799825|30178768946 21767:37394(+)

CDS_0034
CDS_0033 | CDS 0035 CDS 0036

\MGVR,UViG,2576861715,000004|2576861715\2576916191I71607- 107768 21767:34787(+)

CDS_0031 cell division inhibitor (CDS_0038)

TemPhD_cluster_52310 19078:29572(+)

transcriptional regulator (CDS_0033)

CDS_0032 |
TemPhD_cluster_63372_ 18517:29535(+) N
transcriptional regulator (CDS_0032) CDS_0033 CDS_0035

IMGVR_UViG_2671181131_000004|2671181131| 2671320694|405?834—4089301 20987:33093(+)

transcriptional regulator (CDS_0031)

CDS_0032 CDS_0039
TemPhD_cluster_33672 19045:31707(+) -
CDS_0033 cell division inhibitor (CDS_0037)

TemPhD_cluster_37744_ 21010:31181(+)

CDS_0032

TemPhD_cluster_44011 20094:30774(+)

DNA repair protein (CDS_0034)
anti-RM (AP1S037) (CDS_0033)
transcriptional regulator (CDS_0032) | | 353637

IMGVR_UViG_3300011618_000025|3300011618|Ga0120828_100009(69875-102796 18270:31544(+)
CDS_0032 CDS_0034

TemPhD_cluster 63431 19931:29602(+)
CDS 0032

TemPhD_cluster_13030 19361:28929(+)
CDS_0035

| —
TemPhD_cluster_37794_ 20864:31263(+)

CDS_0033

TemPhD_cluster_33711 20526:30918(+)
CDS_0034 CDS_0040

TemPhD_cluster_52234 20320:30135(+)

transcriptional regulator (CDS_0031) gox—like excisionase and repressor (CDS_0035)
'PD-Lambda-1_PD-Lambda-1 (CDS_0033)

TemPhD_cluster 43997 20340:31228(+)
33 34 35 36 37 excisionase (CDS_0040)

IMGVR UVIG 2767802202 000004|2767802202]2767830555]25308-60686 19587:34532(+)
CDS_0031CDS_0032

TemPhD_cluster_43875 18831:31390(+)

CDS_0030
| cps_0031 CDS_0038

TemPhD_cluster_44220 17798:29883(+)
CDS_0028 DNA ligase (CDS_0031)

TemPhD_cluster_30716 17744:28988(+)
DNA ligase (CDS_0031)

TemPhD_cluster_28416 17744:28988(+)

DNA ligase (CDS_0031)
CDS_0032

TemPhD_cluster_30693 17744:30179(+)

DNA ligase (CDS_0035)
transcriptional regulator (CDS_0034) CDS_0036

TemPhD_cluster_8550 20907:33352(+)
transcriptional regulator (CDS_0030) DNA ligase (CDS_0031)

TemPhD_cluster_38001 17804:28514(+)

CDS_0032
CDS_0025 CDS_0031 CDS_0033 CDS_0038

TemPhD_cluster_5382 17855:30118(+)

CDS_0031
CDS_0030 CDS_0032

TemPhD_cluster_10980 17855:30118(+)

DNA ligase (CDS_0034)
transcriptional regulator (CDS_0033) 35 36 37 38

IMGVR_UViG_3300011379_000011|3300011379|Ga012092 1710012-|9O485-127876 20370:36545(+)

DNA ligase (CDS_0033)
3132 | 34 35

IMGVR_UViG_2671180309_000012|2671180309|2671211768(121-32420 17517:31453(+)
transcriptional regulator (CDS_0032) DNA ligase (CDS_0033)

TemPhD_cluster 52111 19765:30994(+)

DNA ligase (CDS_0033)
34 35 36 37

g%

IMGVR?UVinSSOOO112177000019|3300011217\Ga0T227567100016| 117621-152966 19585:33968(+)

DNA ligase (CDS_0032)
CDS_0034
CDS_0033] CDS_0035

!%

IMGVR_UViG_2703718679_000010|2703718679|2703723952|25874-59573 19586:32322(+)
DNA ligase (CDS_0031)

TemPhD_cluster_38039 20932:30179(+)

transcriptional regulator (CDS_0036)

CDS_0033 | DNA ligase (CDS_0037)
DA D I N oG o G G, B, W) WbV

TemPhD_cluster_62830_ 20366:32457(+)
transcriptional regulator (CDS_0035) DNA ligase (CDS_0036)

TemPhD_cluster_43854 20366:32392(+)

DNA ligase (CDS_0033)
transcriptional regulator (CDS_0032) 34 35 36
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\MGVR?UVIG?25710427537OOOOO4I2571042753\2571145087|2523567288764 18564:35559(+)
CDS_0031

TemPhD_cluster_52273 18890:30272(+)
CDS_0033

IMGVR_UViG_2751185927_000001|2751185927|2751259165|85712-116495 19648:28940(+)
CDsS_0033

TemPhD_cluster_52141 21519:30795(+)
excisionase (CDS_0036)

TemPhD_cluster_62896_ 22931:32130(+)

transcriptional regulator (CDS_0033) CDS_0035
CDS_0034] CDS 0036

IMGVR_UViG_3300031419 _000054|330003 1419\62\030816771(?)1166 20327:32546(+)

CDS_0033
transcriptional regulator (CDS_0032) | CDS_0034

IMGVR_UViG_3300025735_000469|3300025735 \Ga020771371&)0019\ 214992-246919 19215:31081(+)

integrase (CDS_0032)
CDS_0031 DNA methyltransferase (CDS_0039)

|
!+
I

MGV-GENOME-0212207 18490:30136(+)

CDS_0032 CDS_0034
| cDs.0033  CDS 0035

E

IMGVR_UViG_2914855474_000004|2914855474|2914855543|12325-45407 18878:32236(+)
excisionase (CDS_0031)

TemPhD_cluster_44461 18972:27925(+)

DNA helicase (CDS_0034)
30 31 32 383 35 36 37

IMGVR_UViG_2851668853_000008|2851668853/2851668853|3268897-3305858 17808:35537(+)

CBASS__Jab (CDS_0035)
31 32 33 34 36

w
~N
w
©
W
O

— I
IMGVR_UViG_2765235946_000008|2765235946|2765259335(3761021-3799018 18446:37151(+)
transcriptional repressor (CDS_0041)
34 35 36 37 38 39 | 42
IMGVR _UViG_2519103024_000004|2519103024|2519106324(3496353-3532383 21829:34954(+) o
31 32 33 34 35 36 37 dCTPdeaminase_ dCTPdeaminase (CDS_0038)

IMGVR_UVIG_2724678973_000002|2724678973|2724687403|24118-64752 21432:39257(+)

DNA ligase (CDS_0035)
CDS_0036 GAPS1_GAPS1(CDS_0038)
CDS_0034 CDS_0037

%#

IMGVR_UViG_2660237933_000001|2660237933|2660240264|23816-58543 21382:33053(+)
GAPS1_GAPS1 (CDS_0036)

TemPhD_cluster_62659_ 21836:32621(+)
34 35 36 37

w
[e<)

39 GAPS1_GAPS1(CDS_0040)

IMGVR_UViG_2654587540_000007|2654587540[2654590385(23508-61311 20980:36426(+)

CDS_0035
CDS_0034 CDS_0036

IMGVR_UViG_2872698443 000002|2872698443|2872698443|1077727-1112956 21344:32516(+)
32 3334 35 36 37

IMGVR_UViG_2939152649_000001|2939152649]2939152649(1154822-1188478 19130:32279(+)

transposase (CDS_0039)
transpogse (CDS_0040)
35 36 37 38 \ 41 42 GAPS1__GAPS1 (CDS_0043)

é%

IMGVR_UViG_2909246061_000001|2909246061]2909246061|1109109-1150243 22321:39757(+)
CDS_0036 CDS_0037

IMGVR_UViG_651053021_000004|651053021]|651053125[2734926-2769189 21536:33187(+)
CDS_0038 CDsS_0043

TemPhD_cluster_37497_ 24143:34661(+)
CDS_0035 CDS_0036

TemPhD_cluster_62280 22799:33318(+)
CDS_0034

TemPhD_cluster_22871 21817:32187(+)

CDS_0036
CDS_0035 CDS_0037

IMGVR_UViG_2568526597_000001|2568526597|2568581698|42564-77729 21507:33788(+)
CDS_0036

TemPhD_cluster_51527 22687:33198(+)
CDS_0037 CDS_0038

IMGVR_UViG_2548876858_000018|2548876858|2548984068|30115-65917 23012:34425(+)
CDS_0033 CDS_0034 CDS_0035

IMGVR_UVIG_2565956728_000009|2565956728|2565986850|609430-645878 21918:34772(+)
CDS_0036 CDS_0037 (CDS_0038

uvig 206908 24059:36452(+)
CDS_0030 dCTPdeaminase_ dCTPdeaminase (CDS_0035)

TemPhD_cluster_51899 21309:31488(+)

CDS_0036
I CDS_0038 cell division inhibitor (CDS_0044)
DS_0037 CDS_0039 CDS_0045

i%

IMGVR_UViG_2529292835_000026|2529292835|2529353140(24047-60895 23426:35470(+)

CDS_0038
CDS_0037 CDS_0039

I —
IMGVR_UViG_3300011584_000017|3300011584|Ga0122290_100002|23383-59231 22725:34471(+)

Paris_|_AriB_DUF4435_| _AriB_DUF4435 | ali (CDS_0037)
Paris_|_AriA_AAA15__AriA_AAA15 ali (CDS_0036)
34 35 38 39 40

i*

IMGVR_UViG_2529292831_000017|2529292831[2529352419|24391-64904 22080:39136(+)

N
DS

36 37 38 39 40 41

IMGVR_UViG_2526164668_000029|2526164668|2526183294|70351-108563 21583:36835(+)

CDS_0037
CDS_0035 CDS_0038 CDS_0039
SAMN11031453 a1l _ct25122 vs1 24187:37123(+)
37 38 39 40 41 42 43

IMGVR_UViG_2851976983_000005|2851976983|2851976983|3700485-3742787 23964:40925(+)
36 37 38 39 40 41 42

IMGVR_UViG_2623620502_000008|2623620502|2623649361199-40133 21596:38557(+)
40 41 42 43 44 45 46

IMGVR_UViG_2711768068_000024|2711768068|2711779643|25403-68841 25092:42061(+)
33 3435 36 37 38 39 40 41

IMGVR_UViG_2690316188_000021|2690316188|2690355296|23397-63335 20284:38561(+)
33 34 35 36 37 38 39

IMGVR_UViG_2698536301_000023(2698536301|2698536326|23397-62021 20284:37247(+)
36 37 38 39 40 41 42 43 dCTPdeaminase_ dCTPdeaminase (CDS_0044)

IMGVR_UViG_2529293060_000014|2529293060|2529393208|31627-72672 21645:39668(+)

36 37 38 39 40 41 dCTPdeaminase_ dCTPdeaminase (CDS_0042)
I I
IMGVR_UViG_2529293145_000019|2529293145|2529404928|35572-75676 21645:38727(+)
36 37 38 39 40 41 dCTPdeaminase_ dCTPdeaminase (CDS_0042)
I I
IMGVR _UViG_2534682091 000016|2534682091|2534783925|28681-68821 21645:38763(+)
35 36 37 38 39 40

IMGVR_UViG_2636415906_000002|2636415906]2636483000|1237687-1276543 21791:37479(+)
32 37 38 39 40 41 42 43

IMGVR_UViG_2778261217_000006|2778261217|2778291117|23376-63308 21802:38323(+)
28 33 34 35 36 37 38 39

IMGVR_UViG_2671181028_000030|2671181028|2671306753|248-38782 20253:37157(+)
32 33 34 35 36 37 38

IMGVR_UViG_2548876953_000021|2548876953]2549006375|23582-62116 20252:37157(+)
33 34 35 36 37 38 39

IMGVR_UViG_2526164601_000042|2526164601|2526180204|26090-65638 20251:38171(+)

32 33 34 35 36 37 38
IMGVR_UVIG_2548876949_000028|2548876949|2549004946|23468-61412 20253:36567(+)
36 37 38 39 40 41 dCTPdeaminase_ dCTPdeaminase (CDS_0042)

IMGVR_UViG_2548876958_000014|2548876958|2549008220|305-42267 22712:40585(+)

DNA ligase (CDS_0031)
32 33 34 35 36 37

;%

IMGVR_UViG_2534681836_000034|2534681836|2534725330|28855-68055 19679:37823(+)
DNA ligase (CDS_0031)

T 32 33 34 35 36 37
IMGVR _UViG_2526164691 000034(2526164691|2526184130[1-38270 19681:36892(+)
32 33 34 35 36 37 38 excisionase (CDS_0041)

IMGVR_UViG_2526164667_000036|2526164667|2526183236|6945-46490 20249:38469(+)
32 33 34 35 36 37 38 39

IMGVR_UViIG_2778261510_000014|2778261510(2778316824(31423-76115 22002:42317(+)
33 38 39 40 41 42 43 44

IMGVR_UViG_2537562192_000020|2537562192|2537633229|222479-260672 21860:36517(+)
37 38 39 40 41

IMGVR_UViG_2703718872_000030|2703718872|2703746219|23704-60122 21860:34742(+)
CDS_0032 CDS_0037

TemPhD_cluster_33603 21860:30667(+)

transcriptional regulator (CDS_0035)
Retron_RT_Tot_1(CDS_0037)
| 36 38
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Druantia_ll__DruM (CDS_0032)

CDS_0033 CDS_0034 CDS_0035
B @ E i — O
IMGVR_UViG_3300011357_000010|3300011357|Ga0121190_10003|74279-114623 23720:38970(+)
CDS_0032

DNA ligase (CDS_0031) | CDS_0033

<
o
<
x
C
<
@)
N
o~
=
~N
N
~
o
£
o
o
o
o
o
W
N
o
=
~
N
~
o
~O
N
=
N
o~
-
~
W
=
@
-
[N
N
N
[
N
el
o
W
N
W
~
[

(+)
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RNA polymerase sigma factor (CDS_0072)
CDS_0071
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tail fiber protein (CDS_0023)
CDS_0022
CDS_0021 CDS_0024 CDS_0028

i+

TemPhD_cluster_20048 14240:27987(+)

CDS_0028
[ I s P B 2 B B s D e SR G
TemPhD_cluster_52591 14240:27613(+) | T
CDS_0028
[ I s ), B e B B D e SR G B )
TemPhD_cluster_44326 14225:28293(+) - D AR
CDS_0030

TemPhD_cluster_26374 16206:29928(+)

CDS_0024 CDS_0028
TemPhD_cluster_52494 14225:28294(+) ||
tail fiber assembly (CDS_0024) CDS_0028

TemPhD_cluster_38201 14240:28309(+)
tail protein (CDS_0026) CDS_0031

TemPhD_cluster_37887 16702:31049(+)

tail protein (CDS_0027)
baseplate wedge subunit (CDS_0020) CDS_0028

i%

TemPhD_cluster_37925 16108:30479(+)

tail fiber assembly protein (CDS_0025)
tail protein (CDS_0024) T CDS_0029 CDS_0030 CDS_0035 CDS_0036

TemPhD_cluster_63147_ 15495:29147(+)

Cox-like excisionase arg repressor (CDS_0034)
baseplate progein (CDS_0038)
baseplate protein (CDS_0039)

RNA polymerase sigma factor (CDS_0030) enJonsin (CDS_0036)
29 31 32 | 857737| | 40 41

DNA, RNA and nucleotide metabolism connector integration and excision lysis moron, auxiliary metabolic gene and host takeover other tail transcription regulation
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