retron_type_VI_hth_cluster2_1 (CDS_0035)
tRNA-Met(CAT)

36 37 38 39 | 4041 42 43 44 45 46 47
e el I B
uvig 47033:28,187-31,999 (+)
32 33 34
. —— s . I
uvig_164961:24,298-28,108 (+)
31 32 33 Mom-like DNA modification protein (CDS_0035)

TI N RN BN S —
+

[ B —
ivig_1938:23,337-27,596

32 33 34

55

— S e -—
IMGVR_UViG_3300045988_140591|3300045988|Ga0495776_154343:23,814-27,626 (+)
824 §88 34 SspD_00001 SspD (CDS_0036)

. —— et I L e R
IMGVR_UVIG_3300045988_147895|3300045988|Ga0495776_173122: 24,253-28927 (+)
i | oz | e

[ e e W e —
IMGVR_UViG_3300045988_145205|3300045988|Ga0495776_044417:23,954-28,629 (+)
31 |32 33 SspD_00001 SspD (CDS_0035)

[ ) I emaa e I
MGV-GENOME-0252828:23,954-28,629 (+)
distal tail protein Dit (CDS_0014)

tail length tape measure protein (CDS_0013) minor head protein (CDS_0015) 16 17 21 22 23
I I R S | L & 5 ]
MGV-GENOME-0208618:8,242-19,947 (+)
21 22 23
I I BN S B I O D N S
MGV-GENOME-0202882:8,242-19,437 (+)
Mom-like DNA modification protein (CDS_0036)
32 33 34 35 43
. — - I I I
MGV-GENOME-0268824:23,366-28,055 (+)
32 33 RM_Type_Il_Type_ll_MTases_FAM_2 (CDS_0035)
e e e I I S SN
IMGVR _UViG_3300029656_000147|3300029656|Ga0245165_100164|31042-67844:23,133-28,094 (+)
32 33
D)8 DDLOND
uvig_161351:23,392-27,082 (+)
32 33
- — L I et e e ———————
IMGVR_UViG_3300045988_130593|3300045988|Ga0495776_146748:24,222-28,686 (+)
minor head protein (CDS_0015) 17 21 22
e OO DDLDDDD
MGV-GENOME-0206087:11,511-20,064 (+)
34 35 36 phosphoadenosine phosphosulfate reductase (CDS_0038)
s L mmam I R
uvig_463332:25,939-30,902 (+)
23 24 25
DOCHH O HD—0D
uvig 455442:17,317-21,331 (+)
31 33 34
DDCH O~ HHOFCHO—D
uvig 156275:23,751-28,173 (+)
27
I I I DY L] I
IMGVR_UViG_3300045988_139673|3300045988|Ga0495776_143611:22,339-26,321 (+)
32 33 34
. — B LI ] I
IMGVR_UViG_3300029185_000074|3300029185|Ga0168712_100041[167917-203999: 23,357-27,036 (+)
10 11 12 Type-IlI-B_CnuA (CDS_0013) 17 18 19
I N E— s I NN S S BN S
MGV-GENOME-0181359:6,356-13,123 (+)
31 32 35
1 I el J — LB | I
TemPhD_cluster_37292_:23,828-28,074 (+)
32 33 34 35
. — Ll e R
IMGVR_UViG_3300045988_142983|3300045988|Ga0495776_126969:23,590-27,599 (+)
32 33 34 35
. — oot ol ed N R
IMGVR_UViG_3300045988_142175|3300045988|Ga0495776_153402:23,332-27,356 (+)
23 24 25 26
e e oo el I NN D S
uvig_28754:16,128-20,149 (+)
23 24 25 26
. —— et I N
MGV-GENOME-0224282:16,448-20,911 (+)
33 34 35 36
e S e . I IR B EE——
IMGVR_UViG_3300045988_129776|3300045988|Ga0495776_063371:22,911-27,073 (+)
33 34 35
S N ) L& ___§ __§ ]
uvig 448050: 23,335-27,487 (+)
19 20 21 22
e e ——————— I N L | I || L& & § |
MGV-GENOME-0177638:7,073-15,426 (+)
tail length tape measure protein (CDS_0013) 18 19 20 21
Egg% O I DI S S S S —
MGV-GENOME-0173458:6,356-15,122 (+)
21 22 23 24

MGV-GENOME-0205893: 8,242-20,143 (+)

20 21 22 23

—
MGV-GENOME-0214782:7,777-19,273 (+)
16

e —
MGV-GENOME-0203428:11,225- 1%35 (+)

22 23 24

MGV-GENOME-0203850:8,242-19,510 (+)
25 27

— (N —
uvig 458853 :22,761-26,442 (+)

21

MGV-GENOME-0204306: 8,242-19,369 (+)
RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0038)
36

34 35

— -
uvig_333241:25,592-31,169 (+)

32 33 34 37 40

[ - . S S R E—
IMGVR_UViG_3300020011_000256/3300020011|Ga0207351_1251|89491-124130:23,035-27,652 (+)

RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0036)
34 35 37

e I — I N
IMGVR_UViG_3300029389_000013|3300029389|Ga0243995_1000469:25,297-31,716 (+)
RM _Type_ll_Type_ll_MTases_FAM_2 (CDS_0035)

B — .
MGV-GENOME-0251065: 23,943-30,051 (+)
RM_Type_ll__Type_ll_MTases_FAM_2 (CDS_0021)

_— e — T W e
MGV-GENOME-0172736:10,711-16,904 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0038)

e -
uvig 382880:25,261-31,435 (+)

B —
uvig_162038:17,412-22,842 (+)
30

E — S EEE——
MGV-GENOME-0244745:23,915-27,148 (+)

43
Do @D —0D
uvig 298207:35,808-39,212 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0036)
34 35 41

[ |
uvig 549484:26,770-32,030 (+)
28 29 30 RM_Type_ll_Type_ll_MTases FAM_2(CDS_0031)

-_— . . ——
MGV-GENOME-0241895:20,924-26,184 (+)

16 17

tail protein (CDS_0018)

42

19 22 23 24 RM_Type Il_Type_|l_MTases_FAM_2(CDS_0025)

é

MGV-GENOME-0216923:11,594-23 420 (+)
k 4000 nt 1

DNA, RNA and nucleotide metabolism head and packaging moron, auxiliary metabolic gene and host takeover other tail transcriptionregulation unknown function
I L]

defence (DefenseFinder) defence (PADLOC) tRNA
I




