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IMGVR_UViG_3300045988_011114|3300045988|Ga0495776_183649 24590:34574(+)
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IMGVR_UViG_3300045988_021766|3300045988|Ga0495776_077703 24592:35346(+)
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343536 37 38
39

40 41 42 43 44

IMGVR_UViG_3300029795_000366|3300029795|Ga0243742_1000063|101017-154312 24592:35417(+)
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uvig_422045 24559:48806(+)
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50
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MGV-GENOME-0314313 24595:33227(+)
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MGV-GENOME-0327841 24558:34409(+)

38
39

40
41

42

43

44
45

46 47 48 49

MGV-GENOME-0330186 24561:36802(+)
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IMGVR_UViG_3300029466_000175|3300029466|Ga0244098_100028|30753-85543 24559:36450(+)
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IMGVR_UViG_2911167282_000001|2911167282|2911167283|73820-129292 24558:36324(+)
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IMGVR_UViG_3300045988_053239|3300045988|Ga0495776_093583 24806:36286(+)
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IMGVR_UViG_3300045988_048257|3300045988|Ga0495776_113020 24733:36334(+)
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IMGVR_UViG_3300045988_031290|3300045988|Ga0495776_093819 24592:36202(+)
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ivig_3766 24600:39881(+)
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IMGVR_UViG_3300045988_064253|3300045988|Ga0495776_130405 24559:36719(+)
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36
37

38
39

40

4142
43

4445 46 47 48 49
50

51 52 53

IMGVR_UViG_3300029483_000266|3300029483|Ga0244102_100398|1-52910 24593:34162(+)

3637
mecC-type methicillin resistance repressor MecI (NF000244.1) (CDS_0038)
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Retron_VI__HTH (CDS_0051)
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IMGVR_UViG_3300045988_023234|3300045988|Ga0495776_114208 24027:33915(+)
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IMGVR_UViG_3300045988_023008|3300045988|Ga0495776_169229 24559:32802(+)

36
37

38

39
40

41
42

43

4445
46

IMGVR_UViG_3300045988_038181|3300045988|Ga0495776_012223 24556:35266(+)

36

37
38

39
40

41

42
43

44 45 46 47 48

MGV-GENOME-0319284 24558:34983(+)

35
36

37

38
39

40
41

42 43 44 45 46

MGV-GENOME-0320814 24614:35757(+)

37 38
39

40

41
42

43

44
45

46 47 48 49 50

uvig_522378 24555:35483(+)

36
37

38

39
40

41

42
43

44 45 46 47 48

IMGVR_UViG_3300029784_000084|3300029784|Ga0243806_1000689 24591:34822(+)

36
37

38

39
40

41

42
43

44 45 46 47 48

uvig_521873 24550:35693(+)

36 37
38

39
40

41

42

43
44

45 46 47 48 49
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Streptococcal lipoprotein rotamase A (VF1047) (CDS_0046)
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Streptococcal lipoprotein rotamase A (VF1047) (CDS_0045)
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33
34

35

36
37

38

39
40

41

multidrug efflux MATE transporter MepA (NF000131.1) (CDS_0042)

43 44

integrase (CDS_0045)
46

47 48

Retron_VI__HTH (CDS_0049)

50

uvig_509670 24222:35721(+)

35
36

37
38

39

40
41

42

43
44

45 46 47 48
Retron_VI__HTH (CDS_0049)

50

uvig_543592 24592:43967(+)

35 36
37

38

39
40

4142

43
44

45

clamp loader of DNA polymerase (CDS_0046)

47 48 49 50 51 52 53 54 55 56
Retron_VI__HTH (CDS_0057)

58

MGV-GENOME-0336715 24592:36686(+)
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