transcriptional repressor (CDS_0037)
endolysin (CDS_0028) eﬁolysin (CDS_0039)
25 27 29 integrase (CDS_0035)
T26T 7303132 33 34 36 | 38 40
MM HK-DEDCTK IS0
Ly LB — L B ]
uvig 518090: 23,681-34,874 (+)
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IMGVR _UViG_3300029334_000005|3300029334|Ga0243717_1000444:23,641-32,681 (+)
34 35
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OTU_993:24,922-33,774 (+)
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IMGVR_UViG_3300014971_000002|3300014971|Ga0134442_1000224:23,637-32,364 (+)
31 32 33 34
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IMGVR_UViG_3300006298_000003|3300006298|Ga0099618_100222: 23,626-32,490 (+)
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Uvig_78881:23,643-32,174 (+)
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uvig 191511:23,224-33,228 (+)
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IMGVR_UViG_3300029374_000321|3300029374|Ga0243945_1000408]1609-52908: 23,640-33,521 (+)
endolysin (CDS_0028)

31 32 transposase (CDS_0033)
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OTU_1059: 23,641-34,421 (+)
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IMGVR_UViG_2920258663_000004|2920258663|2920258779|79680-129518:23,642-32,478 (+)
31
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IMGVR_UViG_3300029127_000208|3300029127|Ga0168774_100129|33765-83067: 23,639-32,337 (+)
3132

el _____ ' i 40 __A! .

IMGVR_UVIG_3300045988_037841|3300045988|Ga0495776_028724: 23,640-32,409 (+)
3132
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OTU_1160:23,641-32,593 (+)
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IMGVR_UViG_3300045988_043046|3300045988|Ga0495776_047287:23,641-32,915 (+)
31 32
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MGV-GENOME-0309398: 23,644-32,596 (+)
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IMGVR_UViG_3300045988_052407|3300045988|Ga0495776_028592: 23,639-32,224 (+)
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IMGVR_UViG_3300029437_000110|3300029437|Ga0242826_1000647: 23,630-34,092 (+)
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IMGVR_UViG_3300029790_000364|3300029790|Ga0242825_1000684/396-50218: 23,630-32,716 (+)
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IMGVR_UViG_3300045988_107204|3300045988|Ga0495776_069215:23,644-32,529 (+)
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30 32
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IMGVR_UViG_3300029593_000230|3300029593|Ga0245135_100235[33556-81223: 23,641-32,404 (+)
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OTU_1101:23,641-32,522 (+)
endolysin (CDS_0029)
endolysin (CDS_0028)
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IMGVR_UViG_3300045988_027283|3300045988|Ga0495776_134666: 23,641-32,434 (+)
31 32 33 34
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uvig 512431:23,077-35459 (+)
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IMGVR _UViG_3300029374_000100|3300029374|Ga0243945_1000408: 23,640-35,467 (+)
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Reverse transcriptase
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IMGVR_UViG_3300029427_000059|3300029427|Ga0243889_1000415:23,258-31,879 (+)
31 33 endolysin (CDS_0038)
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uvig_139494:23,356-36,677 (+)

transposase (CDS_0036)
32 33 34 35 37 38

. L
uvig 20800: 23,614-42,433 (+)
32
31[33 34 35 3637 38 39 40

n - . | |
SRS142542_al_ct7647 vs01:23,628-38,398 (+)
integrase (CDS_0035)
3132 33 34 36 4142

N N e
uvig_508237:23,643-34,058 (+)
DNA invertase (CDS_0033)
31
I32. 34

N EE N N ——
IMGVR_UVIG_3300045988_035615|3300045988|Ga0495776_047431: 23,642-32,527 (+)
31

I RSN W N . ———
IMGVR_UViG_3300045988_021166|3300045988|Ga0495776_097906: 23,252-29,634 (+)
3132 35 39

N N N B N S I ——
IMGVR_UVIG_3300045988_033175|3300045988|Ga0495776_010471: 23,652-32,972 (+)
333435 36 37 38 39 43

e 1 I B L] LN I S S I ——
IMGVR_UViG_3300006747_000247|3300006747|Ga0101801_100172|5543-60681:23,568-38,165 (+)
31T 33
32[34 39

l _aJ _ 1 . & 1 ___ _L_ 1]
MGV-GENOME-0307539:23,201-32,275 (+)
31T 33
32]34

I N B BN EEE S [ e cod
IMGVR_UViG_3300045988_031587|3300045988|Ga0495776_134685:23,201-32,650 (+)
3,
3233

L w1 L | |
MGV-GENOME-0308349:23,201-31,996 (+)

COG0640 Csa3_1_CAS-I-I-11I-1V-V-VI (CDS_0035)
endolysin (CDS_0028)
31 33
30]32[34 |36 39

N N EE N L1 N} -
uvig_132347:23,252-33,908 (+)
SigE (VF0295) (CDS_0038)
3234
31] 33] 3536 37 39 40 41 42 43 44 45 46 47 48

|
e

n I N S -
uvig_441084_:23,410-44,069 (+)
SigE (VF0295) (CDS_0035)
32 33 34 36 37 38 3940 41 42 43 44

. I - .

uvig_178796:23,641-42,402 (+)
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vanZ-A-NCBIFAM glycopeptide resistance protein VanZ-A (NFO33125.2) (CDS_0038)
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uvig 546434:23,635-43,918 (+)
PDC-M69A WP_216276383.1 (CDS_0040)
REase_MTase_|IG_00003 Type (CDS_0044)
capH (CDS_0042)
integrase (CDS_OO39) DNA helicase (CDS_0047)
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integrase (CDS_0038) 51
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ThsC2_00001 HIT (CDS_0045)
Sigma L (VFD855) (CDS_0046)
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34
33]35 36 37 38 39 40 4142

=
<

(3
N
a
S
~
©
W
N
w

o~
S
o

@
1o
&
el

(+)
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32 33 35 36 37 3839 40 41] 43 44 45

|
‘ |

- H . - L& _§ & | & | % | 8 ____J}]| -
uvig 48750: 23,382-46,253 (+)
PDC-M69A_WP_216276383.1(CDS_0044)
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uvig_384758:23,628-43,589 (+)
Type_V_V_U4 Cas12 (CDS_0041)
transposase (CDS_0040)
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uvig 555592:283,635-38,677 (+)
Type_V_V_U4 Cas12 (CDS_0039)
transposase (CDS_0038)
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ThsC2_00001 HIT (CDS_0044)
40 endolysin (CDS_0047)
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uvig_516736:23,640-47,348 (+)
transposase (CDS_0034) 43
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endolysin (CDS_0033) 37 39 41 dCMP deaminase (CDS_0053)
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antitoxin from a toxin-antitoxin system (CDS_0053)
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Ma_2019_SRR413617_NODE_185_length_69841 cov_6.732525:23,204-53,423 (+)
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