
uvig_416206: 9,747-33,732 (+)

16 17 18 19 20 21 22 23 24 25 26 27 28 29
30

31

32

MGV-GENOME-0302730: 8,915-21,834 (+)

20 21

uvig_311979: 8,915-32,640 (+)

20
nucleotide-sugar epimerase (CDS_0021)

Lysine synthesis (VF0815) (CDS_0022)

2324 303132

MGV-GENOME-0312840: 9,740-30,830 (+)

21 22 23 27
28

29 30

IMGVR_UViG_3300045988_080944|3300045988|Ga0495776_058379: 9,740-30,907 (+)

21 22

Ma_2019_SRR413594_NODE_259_length_51433_cov_7.346393: 9,740-31,285 (+)

21 22 23 24

IMGVR_UViG_3300045988_083052|3300045988|Ga0495776_058311: 9,740-30,830 (+)

21 22 23

SAMN09781742_a1_ct23230_vs1: 9,439-26,074 (+)

20 21 2223

uvig_328602: 9,740-34,821 (+)

21 22
23

24 25 26 2728

IMGVR_UViG_3300045988_061695|3300045988|Ga0495776_150325: 9,714-36,023 (+)

21 22
23

24 25
26

hemolysin (CDS_0027)

28
29

holin (CDS_0030)

31
tRNA-Gly(TCC)

3233

MGV-GENOME-0339516: 9,714-36,023 (+)

21 22
23

24 25
26

hemolysin (CDS_0027)

28
29

holin (CDS_0030)
31

3233 39

uvig_285471: 9,714-44,709 (+)

21 22
23

24 25
26

hemolysin (CDS_0027)

28
29

holin (CDS_0030)

31 32

MATE_multi_NorM-NCBIFAM multidrug efflux MATE transporter NorM (NF000263.1) (CDS_0033)

34 35 36 37 3839

IMGVR_UViG_3300045988_098817|3300045988|Ga0495776_157601: 9,432-36,119 (+)

20 21 22 23
24

hemolysin (CDS_0025)

26
27

holin (CDS_0028)

29 36

MGV-GENOME-0332622: 9,432-36,119 (+)

20 21 22 23
24

hemolysin (CDS_0025)

26
27

holin (CDS_0028)

29

uvig_288322: 9,432-41,012 (+)

20 21 22 23
24

hemolysin (CDS_0025)

26
27

holin (CDS_0028)

29 30 31 32

IMGVR_UViG_3300045988_040291|3300045988|Ga0495776_026911: 8,914-36,387 (+)

20 21
22

23 24

25
26

27
28

holin (CDS_0029)

3031 34

uvig_253355: 9,416-55,868 (+)

20 21 22 23

24
25

26
27

holin (CDS_0028)

29 30 31
DinG CAS-IV-A; (CDS_0032)

33

methyltransferase (CDS_0034)

35 36

tetrahydrofolate dehydrogenase and cyclohydrolase (CDS_0037)

38

MATE_multi_NorM-NCBIFAM multidrug efflux MATE transporter NorM (NF000263.1) (CDS_0039)

40 41 42 43 44

MGV-GENOME-0344743: 9,747-33,578 (+)

21 22
23

24 25

26
27

28
29

holin (CDS_0030)

31

MGV-GENOME-0299848: 9,747-33,765 (+)

21 22
23

24 25

26
27

28
29

3031

IMGVR_UViG_3300045988_021759|3300045988|Ga0495776_011808: 8,917-34,021 (+)

20 21
22

23 24

25
26

27
28

holin (CDS_0029)

30

uvig_308818: 8,916-34,326 (+)

20 21
22

23 24

25
26

27
28

holin (CDS_0029)

30
31

IMGVR_UViG_3300045988_095918|3300045988|Ga0495776_177050: 9,745-39,345 (+)

21 22
23

24 25

26
27

28
29

holin (CDS_0030)

31 32 33 34
35

endolysin (CDS_0036)

37

holin (CDS_0038)

39

IMGVR_UViG_3300014948_000119|3300014948|Ga0134487_100027|3963-60609: 8,909-34,108 (+)

20 21
22

23 24

25
26

27
28

holin (CDS_0029)

30
31 32

MGV-GENOME-0312415: 8,915-33,432 (+)

20 21
22

23 24

25
26

27
28

2930
31

363738
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