nucleoside 2-deoxyribosyltransferase (CDS_0035)

26 27 28 29 30 31 32 33 34 37 38 integrase (CDS_0039) 40

I EE—
SAMN11031448 a1l _ct2238:19,574-26,906 (+)
28 29 30 31 32

uvig_460431:21,163-28,026 (+)
MTase_lI_00074 Type (CDS_0035)
28 31 32 33 34 36

|

I

|
{

SRS020540_a1_ct12075_vs1:20,536-28,399 (+)
MTase_lI_00074 Type (CDS_0034)
31 32 33 35 39

— I S W
IMGVR_UViG_3300014766_000149|3300014766|Ga0134337_100024(26702-58627:21,479-29,016 (+)
27 28 29 31 36

IMGVR_UViG_3300007795_000005|3300007795|Ga0105644_100292: 18,212-25,366 (+)
33 34 35

IMGVR_UViG_3300007123_.000289|3300007123]|Ga0102684_100056[19015-49912:21,710-27,986 (+)
29 30 31 32 34

IMGVR_UViG_7000000237_000014|7000000237|SRS015537_WUGC _scaffold_13875:21,134-28,665 (+)
31 32 33 34

— T ' — | — 1 ;]
IMGVR_UViG_3300045988_147715|3300045988|Ga0495776_115988:20,319-27,913 (+)
32 33 34 35

. EE—
SRS075813 al ct10261 vs1:22,610-29,445 (+)
31 32 33

I | — —
TemPhD _cluster_63510:20,863-27,743 (+)

30 31 32

IMGVR_UViG_3300006748_000196|3300006748|Ga0101800_100127(6940-37931:21,144-28,068 (+)
29 30 31 33

" E—— . —
MGV-GENOME-0214961:21,204-27,478 (+)
29 30 34 35 36 37

[P & W W ——— — ]
IMGVR_UViG_7000000480_000027|7000000480|SRS015209_WUGC scaffold_25290:22,252-30,041 (+)
28 29 30 31

— [ " .y ——— ——— ] S — W—
IMGVR_UViG_3300045988_152611|3300045988|Ga0495776_164837:18,488-26,236 (+)

31 32 33 34

N I
SRS149078_al_ct24145:21,151-28,239 (+)
MTase_II_00074 Type (CDS 0036)
33 34 35

N
MG\/ GENOME-0249313:21,756-29,053 (+)
MTase_lI_00074 Type (CDS_0036)
33 34 35 37

— ., [ — ]
IMGVR_UViG_3300045988_170990|3300045988|Ga0495776_182549:21,756-29,053 (+)
28 29 32

I ——
SRS149328 al ct19879 vs1:17,609-25,013 (+)
retron_type_VI_hth_cluster2_1 (CDS_0022) MTase_lI_00074 Type (CDS_0029)

20 21 27 28 30

|
!
|
|
|

e —
IMGVR_UViG_3300006320_000050|3300006320|Ga0099576_1000447:15,641-25211 (+)

MTase_|I_00074 Type (CDS_0029)
27 28

\
\
:
\
|
j

IMGVR_UViG_3300006321_000005|3300006321|Ga0099624_100646: 15,669-25,507 (+)
MTase_|I_00074 Type (CDS_0027)
24 25 26 28

IMGVR_UViG_3300008515_000042|3300008515/Ga0115189_1000414: 13,899-24,055 (+)

PDC-M24A_WP_014405001.1 (CDS_0024) MTase_lI_00074 Type (CDS_0033)
PDC-M24B_WP_172176026.1 (CDS_0023) 30 31 32 34

IMGVR_UViG_3300007966_000004|3300007966]|Ga0105959_100531:17,161-27,640 (+)
MTase_lI_00074 Type (CDS_0035)
33 34 36

|
I
\
‘
1]
!
I

IMGVR_UViG_3300045988_164286|3300045988|Ga0495776_004221:21,105-28,853 (+)
29 30 31

. I —
IMGVR UViG_3300045988_128415|3300045988|Ga0495776_120385: 19,601-26,624 (+)

29 32 33 34 35 36

—— ——
MGV-GENOME-0224779:21,168-28,579 (+)

MGV-GENOME-0210357:16,829-26,901 (+)
40 42 43

T e R—
IMGVR_UViG_3300008275_000023|3300008275|Ga0114253_1000348:24,431-32,011 (+)

MTase_II_00074 Type (CDS_0041)
34 37 38 39 40 4

I
|
L
|
|

IMGVR_UViG_644736327_000001|644736327|644736460(631452-666794:25,469-32,650 (+)
31 32 33 35

MGV-GENOME-0261917:20,707-27,029 (+)
31 36 37

N
SRSOllOSé al_ct47687_vs1:18,212-26,311 (+)
MTase_lI_00074 Type (CDS_0035)
AbiD__AbiD (CDS_0025) 27 Retron_VI_HTH (CDS_0028) 31 32 33 34 36 37

uvig 369894:19,645-30,936 (+)
33 36 37 38 3940 anti-CRISPR-Cas evasion by DNA repair (AP1S131) (CDS_0045)

e —
IMGVR_UViG_3300008136_000054/3300008136|Ga0113979_100720:23,572-30,471 (+)

2829 34

SRS047824 a1 _ct8751:20,596-25,731 (+)
RusA-like Holliday junction resolvase (CDS_0039)
29 30 34 35 36 37 38 40

i#

MGV-GENOME-0327039:22,837-30,975 (+)
4000 nt i
DNA, RNA and nucleotide metabolism integration and excision transcription regulation unknown function defence (DefenseFinder) defence (PADLOC) anti-defence (dbAPIS)




