transcriptional regulator (CDS_0022) RM_Type_ll__Type_ll_MTases_FAM_2 (CDS_0035)

virion structural min (CDS_0018) DNA methyltransferase (CDS_0032) DnaB-like replicative helicase (CDS_0058)
tRNA-Cys(GCA) DHH phosphoesterase (CDS 0047) 53

20 26 28 34 | 36 3840 43 45 54 56
1617 | 1921 23 2425]27] 29 30 31(33 | [3739] 4142[44146 48 Tso 51 5275557 59
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MGV GENOME 0366514 24 266-51,139 (+)

RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0043)
DNA methyltransferase (CDS_0042)

DEDDh_L_II_III_IV_V_VI_1 (CDS_0033) DHH phosphoesterase (CDS_0054)
37 40 45 DNA helicase (CDS_0055)
28 30 3436 39 46 50 52 56
17 18 19 2324 25 2627 [29] 31 32 35]|38 7|41 44|47 48 4951153 157 585961

MGV GENOME 0365439 23 363 54, 580( )
Type_V_V_U4 Cas12 (CDS_0044)

transcriptional regulator (CDS_0026) virion structural protein (CDS_0038) Type_V_V_U3Cas12 (CDS_0042)  DHH phosphoesterase (CDS_0052)
Cas14u CAS-V-F; (CDS_0024) 29 31 virion structural protein (CDS_0041) 48 50 54
19 23 [ 25 | 2728730 32 33 34353637 | 39 40 \ 43 45 46 47[4951 53 [55 56 57
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MGV GENOME 0369950 24 234 65,369 (+)

dATP / dGTP pyrophosphohydrolase (CDS_0039)
DHH phosphoesterase (CDS_0042)

transcriptional regulator (CDS_0026) Type_V_V_U4 Cas12 (CDS_0034)
Cas14u CAS-V-F; (CD§_0024) 29 31 37 |40

44
23 [ 25 | 2728]30] 32 33 35 36 [38] [41 43 145 46 47

[ —— | — ]
uvig . 379028 24 234 51, 178( )

transcriptional regulator (CDS_0027) DHH phosphoesterase (CDS_0042)
Cas14u CAS-V-F; (CDS_0025) 31 33 36 40 44
26 | 28 2930]32[ 34 35 13738 3941 43 [45 46 47
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MG\/ GENOME 0362377 28 797-52,887 (+)

MTase_|I_00074 Type (CDS_0045)
DHH phosphoesterase (CDS_0054)

transcriptional regulator (CDS_0028) virion structural protein (CDS_0044)
Cas14u CAS-V-F; (CDS_0025) 30 33 35 39 43 46 50 52 56
27 | 29]3132]34] 36 37 38 Ta041427 Ta7 48 49[ 51753 55 [57 58 59
e . I I | N U N O — N N -
MGV-GENOME-0368688: 27,604-60,579 (+)
transcriptional regulator (CDS_0025) virion structural protein (CDS_0041)
Cas14u CAS-V-F; (CDS_0027) DHH phosphoesterase (CDS_0046)
transposase (CD5_0026) DNA helicase (CDS_0048)
cas12f2_V-F_3(CDS_0018) 29 3234 44 49
19 20 24 287 3031 [33] 35 36 37383940 | 4243[45 ‘ 47 I50 51 52
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MGV-GENOME-0368397:23,665-56,247 (+)
transcriptional regulator (CDS_0026)

cas12f2_V-F_3 (CDS_0025) DHH phosphoesterase (CDS_0040)
28 3133 3638 42
18 24 27 [2930[32] 34 35 3739 41 143 44 45
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uvig 7211:24,539-49,977 (+)
dATP / dGTP pyrophosphohydrolase (CDS_0034)
MTase_ll_00072 Type (CDS_0028)
DHH phosphoesterase (CDS_0037)
30 32 ‘ 35 39

297 31 [33] [36 38 [40 41 42 46
S S S S - S — -
uvig 556993:32,495-46,262 (+)
28 30
2425 2627 [29] 31 32 33
L -
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uvig_99786:25,251-43,364 (+)
transcriptional regulator (CDS_0025)

27 3032

24 26 [ 2829 [31] 33 34 35 40
s e I e 1 e S S S -
uvig 331148:24,147-43,736 (+)

24 28 30 32

23[2526 27[29]31] 33 34 35 37 41
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uvig 38409: 23,484-42,371 (+)

26 28
17 23 2425]27] 29 3031 32 3335
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SAMEA2580287_al_ct36973 vs1:23,499-38,631 (+)
transcriptional regulator (CDS_0026)
30 32
18 25 27 282931] 33 34 35 36

jii

SAMNO06164731 a1l _ct47425 vs1:24,888-44,928 (+)
transcriptional regulator (CDS_0025)

29 31 34
20 24 26 2728]30] 32 33 3537
e LN I N | — -
uvig 48897:24,116-44,367 (+)
transcriptional regulator (CDS_0028)
Type_V_V_U3 Cas12 (CDS_0033)
cas12f2_ V-F_3(CDS_0026) 31 35 37 42
27 29 3032 34]36] 38 39 40 41 [43 44 45
et} R N BT S — .. | | — -
MGV-GENOME-0362460: 26,286-52,580 (+)
transcriptional regulator (CDS_0025) virion structural protein (CDS_0043)
28 30 32 37 40 42
18 24 | 26 27]29731] 33 34 3536 [ 3839 | 41] 4445 46
— B NN BN S S S S -
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uvig 278979:24,114-49,708 (+)
DHH phosphoesterase (CDS_0026)
Cas14u CAS-V-F; (CDS_0027)
cas12f2_V-F_2 (CDS_0025) 29
17 24 | | 28 [30 3132 36

N SN (S S N N S -
uvwg 78171 24 676-42,124 (+)
10000 nt {
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