Erf-like ssDNA annealing protein  anti-CRISPR-Cas evasion by DNA repair (AP1S131) (CDS_0035) RM_Type_ll_Type_ll_MTases_FAM_3 (CDS_0041)

'HNH endonuclease (CDS_0031) MTase_ll_00074 Type (CDS_0038) RusA-like Holliday junction resolvase (CDS_0043)
DnaD-like helicase loader (CDS_0032) DNA methyltransferase (CDS_0040)
30 | 33 34 36 37 39 | 42 dUTPase (CDS_0044)45 46 47 48 49
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SRS063603_al _ct50484_vs1:25,488-34,919 (+)

RM_Type_ll_Type_ll_MTases_FAM_3 (CDS_0041)
MTase_lI_00074 Type (CDS_0038)
DNA methyltransferase (CDS_0040)
36 37 39 ‘ 42 RusA-like Holliday junction resolvase (CDS_0043)

I W ——
IMGVR_UViG_3300008680_000020|3300008680|Ga0111555_1000382: 25,455-34,886 (+)
RusA-like Holliday junction resolvase (CDS_0040)
DNA methyltransferase (CDS_0038)
MTase_|I_00074 Type (CDS_0035)
33 36 37 39 41 43 44 45 terminase small subunit (CDS_0049)

Y | I — N S S N S I
SAMNO9781751_al_ct4232:25,835-33,787 (+)
RusA-like Holliday junction resolvase (CDS_0046)
RM_Type_ll_Type_ll_MTases_FAM_3 (CDS_0044)
DNA methyltransferase (CDS_0043)

35 37 38 39 40 41 42 45 48

I —
OTU_2921:25,393-34,031 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0044)

Erf-like ssDNA annealing protein (CDS_0033) MTase_l1_00072 Type (CDS_0043)
DnaD-like helicase loader (CDS_0036) MTase_ll_00074 Type (CDS_0041)
32 37 40 42 45 46 47
I 1 0t s s

IMGVR_UViG_3300045988_100443|3300045988|Ga0495776_041699:26,555-35,815 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0041)
MTase_ll_00072 Type (CDS_0040)
37 38 | 42 46 49

P
SRS018394 a1 _ct32807_vs1:26,854-35,176 (+)
DNA methyltransferase (CDS_0053)

MTase_II_00074 Type (CDS_0051)
46 47 49 50 DNA methyltransferase (CDS_0052) 54

D —
SAMNO5827226_al_ct4969 vs1:32,850-40,556 (+)
MTase_l1_00074 Type (CDS_0040)
DNA methyltransferase (CDS_0041)
38 39 | 42 43

MGV-GENOME-0279422: 25,753-33,988 (+)
DNA methyltransferase (CDS_0049)
46 4748 50

uvig_72366:28,609-36,840 (+)
35 36 37 38 39 40

I
OTU_3470:25,597-32,013 (+)
34 35 36 37 38

MGV-GENOME-0231936:26,018-32,225 (+)
DNA methyltransferase (CDS_0039)
34 35 36 37 38 40

OTU_3452:25,113-31,983 (+)
DNA methyltransferase (CDS_0036)
32 33 34 35 37

MGV-GENOME-0191245: 18,354-24,986 (+)

DNA methyltransferase (CDS_0038)
35 36 37 39
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IMGVR_UViG_3300007186_000030|3300007186|Ga0103259_100391:26,098-32,544 (+)
DNA methyltransferase (CDS_0038)
MTase_lI_00074 Type (CDS_0035)
3 36 37 39
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OTU_3472:25,351-32,244 (+)
DNA methyltransferase (CDS_0039)

MTase_lI_00074 Type (CDS_0035)
34 36 37 38 40
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SAMN11031408_al_ct1482:25,555-32,675 (+)
DNA methyltransferase (CDS_0037)
33 34 35 36 38
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uvig_591256: 25,494-32,324 (+)
MTase_lI_00074 Type (CDS_0036)
DNA methyltransferase (CDS_0038)
37 39 40
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OTU_3409: 25,601-32,687 (+)
DNA methyltransferase (CDS_0037)
35 36 38 39
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SRS049147_a1_ct13408: 26,006-32,929 (+)
37 38 39 40 41
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uvig_596450:28,933-35,154 (+)

MTase_lI_00074 Type (CDS_0036)
MTase_lI_00058 Type (CDS_0039)
35 37 38
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MGV-GENOME-0233477:25,104-32,555 (+)

MTase_lI_00058 Type (CDS_0036)
34 35 37

1
OTU_3353:25,594-32,546 (+)
MTase_ll_00058 Type (CDS_0037)
35
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IMGVR_UViG_3300045988_068498|3300045988|Ga0495776 064174 26,009-32,867 (+)
DNA methyltransferase (CDS_0038)
MTase_lI_00074 Type (CDS_0035) 36 37 39
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OTU_3367:25,987-32,491 (+)
DNA methyltransferase (CDS_0037)
34 35 36 38

|
OTU_3549:25,581-31,902 (+)
DNA methyltransferase (CDS_0038)
35 36 37 39

MGV-GENOME-0231024: 25,939-32,377 (+)
DNA methyltransferase (CDS_0037)

MTase_lI_00074 Type (CDS_0034)
33 35 36 38
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uvig_124177:25,510-32,282 (+)
DNA methyltransferase (CDS_0035)
DNA methyltransferase (CDS_0038)
34 36 37 39
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OTU_3440:25,453-32,341 (+)
DNA methyltransferase (CDS 0039)
35 36 37 38
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SRS064831_al_ct2586:25,949-32,609 (+)
DNA methyltransferase (CDS 0037)

35 36
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IMGVR_UViG_3300045988_064615|3300045988|Ga0495776_002344:25,973-32,233 (+)
DNA methyltransferase (CDS_0038)
MTase_II_00074 Type (CDS_0034)
35 36 37 39
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OTU_3399:25,575-32,615 (+)
MTase_lI_00074 Type (CDS_0035)
34 36 37 38 39

OTU_3558:25,579-32,259 (+)
MTase_lI_00074 Type (CDS_0031) 32 33 34 35

| |
MGV-GENOME-0190519: 18,878-25,133 (+)

DNA methyltransferase (CDS_0032)
MTase_lI_00074 Type (CDS_0028)
26 27 29 30 31 33
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MGV-GENOME-0272498:22,153-29,613 (+)

MTase_II_00074 Type (CDS_0037)
35 36 38 39 40 41
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SRS055177_al_ct22403:25,980-32,943 (+)

MTase_|I_00074 Type (CDS_0036)
NA methyltransferase (CDS_0038)
35 | 37 39 40

SAMN11031282 a1l ct8159:25,905-33, 083( )
DNA methyltransferase (CDS_0038)
DNA methyltransferase (CDS_0036)|
MTase_lII_00074 Type (CDS_0034) 35 37 39
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OTU_3383:25,461-32,740 (+)
DNA methyltransferase (CDS_0036)
35 37 38
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IMGVR_UViG_3300008420_000019|3300008420|Ga0115228_100252: 25,970-32,693 (+)

DNA methyltransferase (CDS_0032)
30 31 33 34
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SAMNO1779886_al ct17859 vs1:16,418-23,312 (+)

DNA methyltransferase (CDS_0036)
35 37 38
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SRS011243 al ct14501 vs1:26,765-33,781 (+)

w
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38 39 40

MGV-GENOME-0233004: 26,336-32,567 (+)
34
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IMGVR_UViG_7000000025_000001|7000000025|SRS023617_Baylor_scaffold_71932: 25,921-32,019 (+)

DNA methyltransferase (CDS_0036)
35 37 38

IMGVR_UViG_7000000681_000074|7000000681|SRS018439_Baylor_scaffold_61766:25,946-32,420 (+)
DNA methyltransferase (CDS_0035) 36 37

Zhao_Case_2_NODE_10_length_36342_cov_660.154187: 28,283-34,614 (+)
DNA methyltransferase (CDS_0036)
35 37 38

IMGVR_UViG_3300006832_000014|3300006832|Ga0099611_100151:26,102-32,780 (+)

35 36 37 38
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IMGVR_UViG_3300011982_000054|3300011982|Ga0119773_1000043: 27,853-34,228 (+)
35 36 37 38

— N —— e E—
SRS048893_al_ct6802: 25,880-32,093 (+)

transcriptional regulator (CDS_0035)
36 37 38
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uvig 470477:25,977-32,191 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0031)
MTase_|1_00072 Type (CDS_6030)
27 28 29 | 32
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uvig_284820:18,927-25,697 (+)

RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0033)
MTase_lI_00072 Type (CDS_0032)
MTase_lI_00074 Type (CDS_0029) 30 31 \ 34

SRS142896 _al ct26683 vs1:15,992-23,004 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0038)
MTase_|I_00072 Type (CDS_0037)
35 36 | 39
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IMGVR_UViG_3300007977_000267|3300007977]|Ga0111542_100120[10616-44389: 25,605-32,327 (+)
MTase_II_00074 Type (CDS_0035) 36 37 38 39

SAMNO5827191 al ct3364:25,987-32,258 (+)
MTase_II_00074 Type (CDS_0036) 37 38 39

P —
MGV-GENOME-0231582:25,937-32,182 (+)
36 37 38 39 40
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IMGVR_UViG_3300009965_000028|3300009965|Ga0133741_100031: 26,089-32,888 (+)
DNA methyltransferase (CDS_0036)
DNA methyltransferase (CDS_0035) 37
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IMGVR _UViG_3300008715_000010|3300008715|Ga0115609_1000421:26,059-32,906 (+)
DNA methyltransferase (CDS_0036)
DNA methyltransferase (CDS_0035)
34 37
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OTU_3445:25,459-32,396 (+)
DNA methyltransferase (CDS_0035)
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IMGVR_UViG_7000000349_000048|7000000349|SRS047210_WUGC _scaffold_20118:25,882-31,913 (+)

DNA methyltransferase (CDS_0037)
35 36 38 39

uvig 576348:25,959-32,397 (+)
DNA methyltransferase (CDS_0035)
33 34 36

OTU_3869:23,831-30,182 (+)
RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0039)
MTase_l1_00072 Type (CDS_0038)

37 | 40
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uvig_375562: 27,646-34,405 (+)

35 36 37 38

IMGVR_UViG_7000000576_000101|7000000576|SRS022621 Baylor_scaffold_81973:25,877-32,270 (+)
MTase_lI_00074 Type (CDS_0036)
NA methyltransferase (CDS_0037)
35 | 38

OTU_3309:25,982-33,044 (+)
MTase_|I_00058 Type (CDS_0035)
MTase_|I_00074 Type (CDS_0033) 34 36

|
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SRS146874_al_ct9972_vs1:25,708-32,932 (+)
35 36 37 38
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uvig_286027:25,948-33,170 (+)

37 38 39 40 41 42 43

OTU_3154:26,222-33,134 (+)
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37 38 39 40

OTU_3266:25,826-32,570 (+)
36 37 38 39 40 41

OTU_3131:26,687-33,239 (+)

OTU_3179:26,201-32,999 (+)
DnaD-like helicase loader (CDS_0032)
33 37 38 39 40 41 42

?

OTU_3169:25,664-33,048 (+)
RM _Type_Il_Type_ll_MTases_FAM_3(CDS_0037)
34 35 36 38 39 40

IMGVR_UViG_3300045988_047597|3300045988|Ga0495776_060120:25,514-32,906 (+)
RM_Type_Il_Type_ll_MTases_FAM_3 (CDS_0037)
34 35 36 38 39 40

IMGVR_UViG_3300045988_033364|3300045988|Ga0495776_101324:25,581-32,992 (+)
RM_Type_ll_Type_ll_MTases_FAM_3 (CDS_0034)
31 32 33 35 36 37

MGV-GENOME-0306953: 23,720-31,152 (+)

transcriptional regulator (CDS_0047)
DNA methyltransferase (CDS_0052)

45 49 50 51 53

uvig_419740: 30,390-38,967 (+)
DNA methyltransferase (CDS_0038)
DNA methyltransferase (CDS_0035)
33 34 36 37 39
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IMGVR_UViG_3300014292_000005|3300014292|Ga0134351_1000072: 24,993-32,425 (+)

DNA methyltransferase (CDS_0037)
32 33 34 35 36 38

MGV-GENOME-0247045:23,998-31,197 (+)
33 35 36 37 38
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IMGVR_UViG_3300045988 058886|3300045988|Ga0495776_002737:25,513-32,370 (+)

DNA methyltransferase (CDS_0039)
35 36 37 38 40 41
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SRS144124 al ct24530:25,838-32,948 (+)

DNA methyltransferase (CDS_0040)
37 38 39 41 42
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SRS142545 al ct11069 vs1:28,170-35,293 (+)

30 31 32 33

MGV-GENOME-0198622:19,493-25,995 (+)
28 29 30 31

SAMN11893692_al_ct65751_vs1:23,084-29,656 (+)
35 36 37 MTase_|l_00058 Type (CDS_0038)

[
SRS013651 _al ct2164:25,851-33,142 (+)

DNA methyltransferase (CDS_0037)
36 38 39

OTU_3365:25,899-32,720 (+)
DNA methyltransferase (CDS_0037)
35 36 38 39

OTU_3393:25,864-33,037 (+)
DNA methyltransferase (CDS_0036)
35 37

|
OTU_3410:25,726-32,547 (+)
DNA methyltransferase (CDS_0037)
36 38 39

|

OTU_3368:25,965-32,839 (+)
DNA methyltransferase (CDS_0035)
34 36

SRS020628_a1_ct15343:25,830-32,524 (+)

DNA methyltransferase (CDS_0037)
35 36 38 39
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OTU_3338:25,594-32,629 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0042)
DNA methyltransferase (CDS_0041)
37 38 39 40 | 43
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SAMNO9781745_al_ct364:26,281-33,537 (+)
35 36 37 38 39

uvig 422140: 25,356-30,523 (+)
MTase_I1_00074 Type (CDS_0037)

DNA methyltransferase (CDS_0039)

36 38 40 43
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uvig 394208:25,899-33,163 (+)

34 35 36 37 38
| I N I S
uvig_289578:25,914-31,939 (+)

DNA methyltransferase (CDS_0037)
MTase_lI_00074 Type (CDS_0034)

33 35 36 38 39 44 45
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OTU_3335:25,569-34,342 (+)
DNA methyltransferase (CDS_0040)
MTase_lI_00074 Type (CDS_0036)
34 35 37 38 39 41
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OTU_3082:25,857-33,631 (+)
DNA methyltransferase (CDS_0041)

MTase_lI_00074 Type (CDS_0037) -
36 38 39 40 42
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OTU_2832:28,938-36,142 (+)
DNA methyltransferase (CDS_0036)
DNA methyltransferase (CDS_0040)
37 38 39 41
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OTU_3347:26,002-33,207 (+)
MTase_lI_00074 Type (CDS_0037)
MTase_II_00058 Type (CDS_0040)
35 36 38 39 41
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SAMN11031311_al _ct3217:25,924-33,682 (+)

N S
DNA methyltransferase (CDS_0038)

DNA methyltransferase (CDS_0037)
36 | 39

OTU_3382:26,060-32,499 (+)
DNA methyltransferase (CDS_0038)
DNA methyltransferase (CDS_0037)
35 36 | 39
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IMGVR_UViG_3300006462_000003|3300006462|Ga0100062_100196: 25,395-32,811 (+)
DNA methyltransferase (CDS_0034)
DNA methyltransferase (CDS_0035)
27 32 33 | 36
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OTU_3570: 24,242-31,357 (+)
DNA methyltransferase (CDS_0035)
MTase_lI_00074 Type (CDS_0033) 34 36 37

|
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IMGVR_UViG_3300045988_071470|3300045988|Ga0495776_104402: 24,624-32,161 (+)

DNA methyltransferase (CDS_0037)
33 34 35 36 38

—
SRS102808_al_ct43664 vs1:24,412-32,058 (+)

DNA methyltransferase (CDS_0038)
37 39 40

——
SRS149231 al ct3119 vs1:29,501-36,119 (+)

DNA methyltransferase (CDS_0040)
38 39 41
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SRS076926_al ct14313 vs1:26,121-34,230 (+)

DNA methyltransferase (CDS_0038)
DNA methyltransferase (CDS‘ , 0037)
39
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IMGVR_UViG_3300008335_000011[3300008335|Ga0115190_ 100174 26,117-33,976 (+)

MTase_ll_00058 Type (CDS_0053)
50 51 52 54
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uvig 297573:35,157-44,271 (+)

MTase_|I_00058 Type (CDS_0030)
26 27 28 31

MGV-GENOME-0269892:22,095-29,972 (+)

MTase_lI_00074 Type (CDS_0038)
35 36 37
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SRS063413_a1_ct6107:25,513-34,279 (+)

I S
IMGVR_UViG_3300045988_068902|3300045988|Ga0495776_185368:22,014-30,158 (+)
MTase_lI_00074 Type (CDS_0035)
MTase_lI_00058 Type (CDS_0037)
33 34 36 38

%4

IMGVR_UViG_3300045988_092262|3300045988|Ga0495776_156958: 23,360-32,736 (+)

MTase_lI_00074 Type (CDS_0038)
33 36 37 39 40 41 42

———— I S E— R —
IMGVR_UViG_3300007300_000210|3300007300|Ga0104843_100241(7307-42055: 25,451-33,273 (+)

DNA methyltransferase (CDS_0018)
DNA methyltransferase (CDS_0021)
16 17 19 20 22
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uvig_396878:5,524-13,561 (+)
DNA methyltransferase (CDS_0037)
33 34 35 36 38
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IMGVR_UViG_3300045988 047457|3300045988|Ga0495776_101491:25,499-32,689 (+)
DNA methyltransferase (CDS_0038)
DNA methyltransferase (CDS_0041)

36 37 39 DNA methyltransferase (CDS_0042)
S O Sy W SO R gy W N D W W, Sy W
Lim_Twin_A1_NODE_8_length_37211_cov_81.618353:26,442-34,260 (+)
35 36

—
IMGVR_UViG_3300008075_000015|3300008075|Ga0114853_100166: 25,716-32,873 (+)

MTase_lI_00074 Type (CDS_0036)
NA methyltransferase (CDS_0037)
34 35 38
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OTU_3380:24,827-32,423 (+)
MTase_lI_00074 Type (CDS_0037)
NA methyltransferase (CDS_0038)

32 34 35 36 | 39
D s S S i . ——— I Y I S
SAMN11031323_al ct229:24,876-32,733 (+)
MTase_|I_00074 Type (CDS_0036) DNA methyltransferase (CDS_0038)

34 35 NA methyltransferase (CDS_0037)
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OTU_3279:24,965-32,925 (+)
MTase_lI_00074 Type (CDS_0036)
NA methyltransferase (CDS_0037)
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35 39
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IMGVR_UViG_3300045988_038592|3300045988|Ga0495776_143346: 24,803-33,407 (+)
MTase_|I_00074 Type (CDS_0039) DNA methyltransferase (CDS_0041)

37 38 DNA methyltransferase (CDS_0040) 42
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IMGVR _UViG_7000000600_000039|7000000600|SRS016002 WUGC scaffold_22842:29,856-38,125 (+)
DNA methyltransferase (CDS_0037)
MTase_lI_00074 Type (CDS_0034)
32 33 35 36 38

|
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SRS021897_al ct31798 vs1:25,128-32,542 (+)
MTase_lI_00074 Type (CDS_0035)
DNA methyltransferase (CDS_0037)
33 34 36 38

T S s —
IMGVR_UViG_3300007924_000016|3300007924|Ga0113552_100386: 26,530-34,126 (+ )

DNA methyltransferase (CDS_0033)
methyltransferase (CDS_0031)
29 30 32 34

I R — I
IMGVR_UViG_7000000027_000017|7000000027|SRS056622_LANL scaffold_19593: 22, 985 30,581 (+)
MTase_l1_00074 Type (CDS_0036) DNA methyltransferase (CDS_0039)
NA methyltransferase (CDS_0038)
34 35 37 40
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IMGVR_UViG_3300006259_000148|3300006259|Ga0099458_100399: 27,375-35,336 (+)
methyltransferase (CDS_0035) DNA methyltransferase (CDS_0038)
NA methyltransferase (CDS_0037)
33 34 | 36 39

I s —
IMGVR_UViG_7000000295_000111|7000000295|SRS019219 WUGC scaffold_73889:24,831-32,792 (+)
MTase_l1_00074 Type (CDS_0036) DNA methyltransferase (CDS_0038)

27 28 32 34 35 DNA methyltransferase (CDS_0035) 39
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MGV-GENOME-0236195:24,099-32,868 (+)
DNA methyltransferase (CDS_0036)
MTase_|I_00074 Type (CDS_0035)] DNA methyltransferase (CDS_0038)
33 34 DNA methyltransferase (CDS_0037) 39
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uvig_76825:24,827-32,838 (+)
MTase_|I_00074 Type (CDS_0036) DNA methyltransferase (CDS_0038)

33 34 35 DNA methyltransferase (CDS_003 ?) 40
NNNNC I, S mm———— I I I S
TemPhD_cluster_51499: 24,836-33,008 (+)
MTase_|I_00074 Type (CDS_0036) DNA methyltransferase (CDS_0038)

33 34 35 DNA methyltransferase (CDS_0037)
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uvig 316773:24,891-33,063 (+)

DNA methyltransferase (CDS_0039)
MTase_lI_00074 Type (CDS_0036)
33 34 35 37 38 40
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MGV-GENOME-0303223: 24,784-32,144 (+)
RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0036)
MTase_lI_00074 Type (CDS_0034) 35 37
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OTU_3778:23,336-31,609 (+)
35 36 38 39 40 41

OTU_3036:25,687-33,571 (+)

replication initiation protein (CDS_0018) DNA methyltransferase (CDS_0026)
16 17 22 23 24 25 27
S g WU O g S T 0 O, gy F S S, By WO W

SAMNO9781776_al_ct68518 vs1:19,517-26,660 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0033)
MTase_Il_00072 Type (CDS_0032)

24 MTase_lI_00074 Type (CDS_0029) 30 31 ‘ 34
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IMGVR_UViG_3300008136_000058|3300008136|Ga0113979_100742:23,575-30,841 (+)
MTase_|I_00074 Type (CDS_0040)
MTase_|I_00058 Type (CDS_0043) 44

—
IMGVR_UViG_3300007100_000156|3300007100/Ga0102544_100107[11477-47946:27,146-33,907 (+)

41 42 47

%

uvig 213281:26,646-33,762 (+)
MTase_lI_00074 Type (CDS_0037) MTase_|I_00058 Type (CDS_0041)
35 36 38 39 40 42 43 44

N 0 —
uvig_395041:25,230-34,367 (+)
MTase_lI_00074 Type (CDS_0040)
39 41 42 43 44

. ee——
MGV-GENOME-0265019: 25,342-34,903 (+)

0 N
uvig_294681:27,322-36,699 (+)
MTase_|I_00074 Type (CDS_0038)
transcriptional regulator (CDS_0036)MTase_| 1_.00157 Type (CDS_0040)
34 37 | 39 41 42

é

OTU_3051: 25,592-34,586 (+)
transcriptional regulator (CDS_0035) 36 37

Z

IMGVR_UViG_3300045988_069302|3300045988|Ga0495776_103281:25,100-32 840( )

29 30
[ED T O { — gy W g W B/ S S W E—
MGV-GENOME-0259355:22,885-29,253 (+)
DNA methyltransferase (CDS_0052)
48 49 50 51 53 55 56 58 59
%% I S e I e I S E—
uvig_123120:30,452-38,737 (+)
transcriptional regulator (CDS_0039) 40 41 42 44

IMGVR_UViG_3300028995_000064|3300028995|Ga0169683_100002|177948-214860:26,067-33,112 (+)
YadA_autotrans-NCBIFAM trimeric autotransporter adhesin YadA (NFO33478.1) (CDS_0040)

DNA methyltransferase (CDS_0036)
34 35 37 39 4

w

I
I

SRS019894 a1 ct18719:24,843-33,958 (+)
RM_Type_lI_Type_ll_MTases_FAM_3 (CDS_0036)
34 35 37

SAMN11031435_a1_ct10180: 24,926-34,303 (+)

35 37 YadA _autotrans-NCBIFAM trimeric autotransporter adhesin YadA (NFO33478.1) (CDS_0038)
I N gy W N W [ S T g W U gy GO 6 gy W)

IMGVR_UViG_3300007795_000151|3300007795|Ga0105644_100055[10679-45613: 26,733-34,934 (+)
YadA _autotrans-NCBIFAM trimeric autotransporter adhesin YadA (NFO33478.1) (CDS_0040)

35

w
o

e
|

I S —
SRS075765_al_ct16633_vs1:27,045-35,097 (+)
MTase_|I_00074 Type (CDS_0034)
32 33 DNA methyltransferase (CDS_0035)

SAMN11031379_al_ct430: 24,910-32,654 (+)
34 35 38 YadA_autotrans-NCBIFAM trimeric autotransporter adhesin YadA (NFO33478.1) (CDS_0039)

i

SAMN11031452 al ct6206:25,512-33,271 (+)
3000 nt {
DNA, RNA and nucleotide metabolism head and packaging other transcription regulation unknown function defence (DefenseFinder) defence (PADLOC) anti-defence (dbAPIS)
I

AMR (AMRFinderPlus)
——

MTase_I_00074 Type (CDS_0042)
MTase_I_00058 Type (CDS_0045)
41 43 44 46



