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SRS013663_al_ct19192:40,830-51,260 (+)
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MGV-GENOME-0323173:44,450-52,184 (+)
RM _Type_II_Type_ll_MTases_FAM_2 (CDS_0051)
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TemPhD_cluster_28809: 44,023-49,285 (+)

RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0050)
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SRS104921 al ct20053:44,432-49,533 (+)

RM_Type_ll_Type_|l_MTases_FAM_2 (CDS_0053)
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MGV-GENOME-0324760:44,217-49,297 (+)

RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0052)
53 545556

SRS142664 al_ct17031:45,008-50,244 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0049)

DNA helicase (CDS_0040) 42 43 44 DS-4_DS-4A (CDS_0045) 46 48 5051
¥<;}_CK—] e ——— e E—

RM_Type_Il_Type_ll_MTases_FAM_2 (CDS_0015)
18 14 13 12 11 10
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MGV-GENOME-0315112:3,926-15,645 (-)

RM_Type_ll_Type_ll_MTases_ FAM_2 (CDS_0051)
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SAMEA2737981_b1_ct3:37,944-49,483 (+)

RM _Type_Il_Type_ll_MTases_FAM_2 (CDS_0051)
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MGV-GENOME-0325099:39,373-49,447 (+)
43 RM_Type_ll_Type_ll_MTases_FAM_2 (CDS 0049) 50 51 52
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MGV-GENOME-0324809: 37,945-49,293 (+)
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RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0050)

42 thymidylate synthase (CDS_0048) 51 52 53 54 55
L I ————————— N 15 N N N N N B 0 I
SAMEA2737955 b1 _ct7:37,403-50,175 (+)
RM _Type_ll_Type_ll_MTases_FAM_2 (CDS_0050)
43 45 46 5152 53 54

I E—
IMGVR_UVIiG_ 3300022579 _000047|3300022579|Ga0248023_1020:40,157-49,901 (+)

RM _Type_ll_Type_ll_MTases_FAM_2 (CDS_0047)

48 49
L I ——— _—_— . 8§ _______§& B __§ ]
SRS076926_a1_ct11153_vs1: 38,531-50,368 (+)
47 4849
bc— € K—((—(_J&aaet— Do it >
SRS148205_al_ct221346:38,076-48,622 (+)

DNA methyltransferase (CDS_0048)
46 49 5051 52
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SRS042984_al_ct27705:38,274-49,513 (+)
21 26 29 30 3132
I L I —————— — — I N N S
SRS064260 a1 ct134516 vs1:25,161-36,417 (+)
50
42 44 48 49 | 51
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MGV-GENOME-0324909: 38,735 49,366 (+)
47 49 50 51 52
I S — L& N |} _} ]| I 0 EE—
MGV-GENOME-0324492: 39,124-48,991 (+)
49
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SAMEA2738000_b1_ct4:39,112-47,931 (+)
47 48 49 50 51 52
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MGV-GENOME-0324805: 37,260-49,188 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0050)
45 49 51 52 55 57
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MGV-GENOME-0326354:40,202-50,061 (+)

RM_Type_ll_Type_ll_MTases FAM_2 (CDS_0050)
49 51 52
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SAMEA2737990 b1 ct1:40,202-51,231 (+)
5000 nt {
DNA, RNA and nucleotide metabolism other unknown function defence (DefenseFinder)
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