oMTase_00015 orphan (CDS_0041)

32  MTase_ll_00030 Type (CDS_0033)34 35 36 37 38 39 40 42 43 44 45 46
I oy W— S, S S — T FO—— T T T —

-
IMGVR_UViG_3300045988_080918|3300045988|Ga0495776_104904: 24,741-29,564 (+)
38 39 oMTase 00015 orphan (CDS_0040)

-
IMGVR_UViG_3300007797_000030|3300007797|Ga0105663_100731: 24,427-29,284 (+)

33 34 35
— & | | — | ————— — —————————— ]
IMGVR_UViG_3300045988_124619|3300045988|Ga0495776_148442:23,387-28,223 (+)
25 31 32
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MGV-GENOME-0195743:17,995-22,859 (+)
32 oMTase_00015 orphan (CDS_0036)

IMGVR_UViG_3300045988 078538|3300045988|Ga0495776_104179:24,984-29,292 (+)
oMTase_00015 orphan (CDS_0034)

IMGVR _UViG_3300045988_072624|3300045988|Ga0495776_074642:22,292-26,659 (+)
40 oMTase_00015 orphan (CDS_0041)

—
IMGVR_UViG_3300045988_068094|3300045988|Ga0495776_153060: 26,939-31,237 (+)

33 oMTase_00015 orphan (CDS_0034)
I | — I Lo I —
IMGVR_UViG_3300029559_000293|3300029559|Ga0244915_100040[123385-154395: 22,355-26,654 (+)

38 39

E— E—  E——
IMGVR_UViG_3300045988_085815|3300045988|Ga0495776_176145:25,175-29,473 (+)
48 47 oMTase_00015 orphan (CDS_0046)

uvig_55246:34,717-39,003 (-)
37 38 oMTase 00015 orphan (CDS_0039)

L
IMGVR_UViG_3300045988_099926|3300045988|Ga0495776_002347:25,089-29,386 (+)
31 oMTase_00015 orphan (CDS_0032)

—— —
MGV-GENOME-0208914:20,896-25,194 (+)

43 44 45

uvig 172601:32,767-37,064 (+)

37 38 39

IMGVR_UViG_3300045988_087587|3300045988|Ga0495776_189083: 24,782-29,078 (+)
39 oMTase_00015 orphan (CDS_0040)

IMGVR_UViG_3300045988_067055|3300045988|Ga0495776_145400: 24,913-29,143 (+)
28 oMTase_00015 orphan (CDS_0029)

MGV-GENOME-0199446:19,290-23,522 (+)

14 13
C___ 3 O HE P Ol SO
IMGVR_UViG_3300008512_000011|3300008512|Ga0115181_100509: 3,919-8,152 (-)

33 34

MGV-GENOME-0213246:21,755-25,984 (+)
22 23

MGV-GENOME-0129261:9,535-13,769 (+)
37 38

MGV-GENOME-0270549: 23,515-27,824 (+)
33 34

MGV-GENOME-0248872:21,678-25,986 (+)
36 oMTase_00015 orphan (CDS_0037)

—
IMGVR_UViG_3300045988_096847|3300045988|Ga0495776_148321:24,041-28,351 (+)

20 oMTase_00015 orphan (CDS_0021)

MGV-GENOME-0121680:8,754-13,029 (+)
MTase_|I_00030 Type (CDS_0044)
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uvig_252822:42,053-46,975 (+)
DNA methyltransferase (CDS_0033) 39 oMTase_00015 orphan (CDS_0040)

——— — " —~<«¢ — ¢} ——— — —————]
MGV-GENOME-0261177:24,803-29,587 (+)

41 42 45 49 50
I EE— I S E—

—
MGV-GENOME-0236966: 27,069-31,120 (+)
DNA methyltransferase phosphoadenosine phosphosulfate reductase (CDS_0043)

— ——§ ———— —— § —— ———— ]
IMGVR_UViG_3300045988_071494|3300045988|Ga0495776_176233:26,659-31,623 (+)

oMTase_00015 orphan (CDS_0039) phosphoadenosine phosphosulfate reductase (CDS_0042)
41

S —
IMGVR_UViG_3300029767_000341|3300029767]Ga0243804_100844(1-34544: 25,778-30,743 (+)

phosphoadenosine phosphosulfate reductase (CDS_0029)

—
MGV-GENOME-0171696: 14,671-19,633 (+)

phosphoadenosine phosphosulfate reductase (CDS_0035)

MGV-GENOME-0238158:22,531-27,492 (+)
phosphoadenosine phosphosulfate reductase (CDS_0042)

i
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IMGVR_UViG_3300045988_074674|3300045988|Ga0495776_059434: 25,743-30,968 (+)

phosphoadenosine phosphosulfate reductase (CDS_0038)
37

IMGVR_UViG_3300029316_000342|3300029316|Ga0242768_100041(29616-61513:23,136-28,101 (+)
phosphoadenosine phosphosulfate reductase (CDS_0034)

w
w

uvig 432196:22,208-26,786 (+)
phosphoadenosine phosphosulfate reductase (CDS_0048)

i
~N

—
uvig 282764:32,551-37,711 (+)

phosphoadenosine phosphosulfate reductase (CDS_0038)

IMGVR_UViG_3300029393_000288|3300029393|Ga0243986_1000548|16423-49206: 24,017-28,983 (+)

phosphoadenosine phosphosulfate reductase (CDS_0042)
41

MGV-GENOME-0245509: 27,259-32,222 (+)
phosphoadenosine phosphosulfate reductase (CDS_0036)

MGV-GENOME-0330779: 24,333-29,557 (+)
phosphoadenosine phosphosulfate reductase (CDS_0037)

| e E—
IMGVR_UViG_3300000291_000013|3300000291|EM293_1000379:24,297-28,866 (+)

phosphoadenosine phosphosulfate reductase (CDS_0028)

MGV-GENOME-0170489: 14,574-19,466 (+)
oMTase_00015 orphan (CDS_0032)

w
w

IMGVR_UViG_3300045988_021795|3300045988|Ga0495776_176546:22,582-28,244 (+)
oMTase_00015 oTphan (CDS_0026) phosphoadenosire phosphosulfate reductase (CDS_0028)
27

— — E—
MGV-GENOME-0170909: 13,859-19,520 (+)

phosphoadenosine phosphosulfate reductase (CDS_0034)
oMTase_00015 orphan (CDS_0033)

— e ——— I S E——
MGV-GENOME-0248403:21,246-27,121 (+)

38 oMTase_00015 orphan (CDS_0039)

MGV-GENOME-0231522:25,026-29,816 (+)

phosphoadenosine phosphosulfate reductase (CDS_0028)
27

endolysin (CDS_0021) 2.

i

MGV-GENOME-0200316: 17,460-24,227 (+)

phosphoadenosine phosphosulfate reductase (CDS_0023)
16 tail protein (CDS_0017) 22

MGV-GENOME-0171305: 13,502-19,581 (+)
18 23 24
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21 22 oMTase_00015 orphan (CDS_0023)

MGV-GENOME-0164697:13,502-18,095 (+)
33 37 39 oMTase_00015 orphan (CDS_0040)
— | — [ - SFF
MGV-GENOME-0263807:29,778-34,763 (+)
34 oMTase_00015 orphan (CDS_0037)
[ S oy S S S W ey WS | W N, W
ivig_3749:24,060-29,147 (+)
oMTase_00015 orphan (CDS_0029)
30 31
— I I — I I
MGV-GENOME-0190201:17,183-22,484 (+)
I 2000 nt {

lysis moron, auxiliary metabolic gene and host takeover other tail unknown function defence (PADLOC)
— I L]




