oMTase_00015 orphan (CDS_0060)
HEase_00016 homing (CDS_0044) 51 57
40 41 42 43 4546 47 48 495052 53 54 5556|5859 61 62 63 DNA methyltransferase (CDS_0064)
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uvig 241414:32,957-43,916 (+)
51 57
47 48 49 5052 53 54 5556] 5859
OO D - G—CddaEasa@aaacic
uvig 251258:32,996-44,618 (+)
55 tRNA-Lys(CTT) 60
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uvig_120755:32,983-53,394 (+)
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PEODC_ID - Bvd C-6E¢ (EiC-@aCacicT
uvig 244718:33,014-47,275 (+)
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IMGVR_UViG_3300045988_154449|3300045988|Ga0495776_057713:32,568-42,874 (+)
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51 58

44 45 46 4748495052 53 54 5556| [5960 61
DOPDOC O OAE@aiecd-@&aaacic
SAMNO00792115 a1 ct1927:33,511-46,161 (+)
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[ L N __1 1] L | | I —
MGV-GENOME 0327777 32,833 43,382 (+)
53
44 45 4647 48 49 50 51525455

[ L W __A ] ] Y N A
MGV-GENOME-0325616:32,292-42,849 (+)
41
32 33 343536 37 38 3940[ 4243

uvig_421406:22,573-33,100 (+)
39
32 3334 35 36 3738[40 41

IMGVR_UViG_3300029682_000187|3300029682|Ga0242767_100248[8173-53526:22,765-32,192 (+)
55
45 46 47 48 49 50 51 52 53545657

IMGVR_UViG_3300045988_143979|3300045988|Ga0495776_056706: 33,315-44,528 (+)
46 47 4849 5051 52 53 54 55

MGV-GENOME-0326981:33,741-43,846 (+)
45 46 4748 49 50 51 52 53
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MGV-GENOME-0327758:33,095-43,199 (+)
45 46 47 48 4950 51 52 53 54

uvig_173671:33,095-43,596 (+)

41 44
31 32 33 343536 37 38 3940] 42 437454647 48

MGV- GENOME 0300327:22,782-35,931 (+)
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IMGVR_UViG_3300007353_000213|3300007353|Ga0104758_100105|54377-99919:22,782-34,763 (+)
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MGV-GENOME-0299617:22,707-35,603 (+)
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42 43 44 45 46 47 48 4950 52 53555657 58

IMGVR_UVIG_3300045988_139213|3300045988|Ga0495776_141769: 31,245-42.943 (+)
41 44
31 32 33 343536 37 38 3940] 42 437454647 48

IMGVR_UViG_3300045988_145458|3300045988|Ga0495776_006746:22,779-35,795 (+)
41 44
31 32 33 343536 37 38 3940 42 43 [454647 48

V-GENOME-0301858: 22,782-35 671( )

sl

59 62
48 49 50 51 525354 55 56 57 58] 60 61 [636465 66

Shkoporov_2019_SRR9161506_NODE_144_length_60412_cov_17.621303: 33,718-48,472 (+)
45 48
31 32 33 34 35 36 37 3839 40 41 42 43 44[ 46 47495051 52

uvig. 188444:22,782-39,342 (+)
52 55
42 43 44 45 46 47 48 49 5051] 53 54 [565758 59
DEDOOC € a0
uvig 193890: 31,233-44,770 (+)

50 53

40 41 42 4344 45 46 47 4849] 51 52 [545556 57

IMGVR_UViG_7000000418_000042|70000004 18|SRS012273_Baylor_scaffold_10339:30,320-43,634 (+)
47 50

40 4142 43 44 4546 48 49 [515253 54

IMGVR_UVIG_3300007361_000263|3300007361|Ga0104787_100082|18750-74024: 30,320-41,755 (+)
48 54 57
42 43 44 45 46 47 T49 50 51 5253] 55 56 585960 61

uvig_52105: 31,233-46,353 (+)
50 53
40 41 42 43 T45 46 47 48 49| 51 52 545556 57
I - . /1 1} /' 11 — ]
OTU_973:26,831-39,544 (+)
45 46 47 4849 50 515253 54 55

uvig_188731:33,337-45,193 (+)
45 46 47 4849 50 515253 54
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IMGVR_UViG_3300029888_000005|3300029888|Ga0245333_100264: 33,337-45,139 (+)

DNA methyltransferase (CDS_0052)
45 46 47 4849 50 51 53 54 55
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MGV-GENOME-0319306: 33,511-39,455 (+)
48 49

IMGVR UVIG 3300029847 ~000008|3300029847|Ga0245281_100551: 33,421-40,775 (+)
32
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MGV-GENOME-0285265: 23,638-28,805 (+)
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IMGVR UVIG 3300045988_158282|3300045988|Ga0495776_170520: 33,337-39,549 (+)
313233 34

MGV-GENOME-0275150:22,782-29,042 (+)
3132 33

MGV-GENOME- 0274811 22,782-28,974(+)
46 47 48 49 50 51 52

uvig 89360: 32,868-45,278 (+)
37
31 32 33 34 35 36 [38 40

IMGVR_UViG_3300045988_146751|3300045988|Ga0495776_006322: 24,226-34,848 (+)
37
31 32 33 34 35 36 [38

uvig_488130: 24,226-34,848 (+)
42 NinG/ Rap DNA junction specific endonuclease (CDS_0047)

|
MGV-GENOME-0306976: 31,233-37,151 (+)
transposase (CDS_0040) 51 56 RM_Type_II_Type_ll_MTases_FAM_2 (CDS_0062)
41 46 48 49 50 [52 53 5455 5758 61 65
DC_ X DD DOC -4 OCaaa—aiiaaad— 1 1ad

OTU_668: 32,104-47,732 (+)
46 51
42 43 44 45 [47 48 4950 52583

MGV-GENOME-0326100: 30,900-42,603 (+)
HEase_00016 homing (CDS_0035)
HEase_00016 homing (CDS_0040)
41

S S e M
uvig_169486:30,479-34,100 (+)
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